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 How cells balance the incorporation of actin into diverse structures is poorly understood. 
In budding yeast, a single actin monomer pool is used to build both actin cables involved in 
polarized growth and actin cortical patches involved in endocytosis. Here I report how 
Aim21/Tda2 is recruited to the membrane-proximal region of actin patches, how it negatively 
regulates actin assembly at patches to elevate the available actin monomer pool, and how an array 
of actin regulators is orchestrated to ensure proper assembly of both structures. 
Aim21 has four polyproline regions and is recruited to actin patches by two SH3-containing 
patch proteins Bbc1 and Abp1. The C-terminal region, which is required for its function, binds to 
Tda2. Cell biological and biochemical data reveal that Aim21/Tda2 is a negative regulator of 
barbed end F-actin assembly and plays a pivotal role in balancing the distribution of actin between 
cables and patches, demonstrated by the rescue of the growth defect of tpm1Δ cells by aim21Δ. 
Additionally, this activity is necessary for efficient endocytosis. Aim21/Tda2 forms a complex 
with the F-actin barbed end capping protein Cap1/Cap2, revealing an interplay between regulators, 
and illustrating the complexity of regulation of barbed end assembly.
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CHAPTER 1. INTRODUCTION 
Introduction to the actin cytoskeleton 
Cytoskeleton means ‘cellular skeleton’, from cyto-, which means cell, and skeleton. Like 
the skeleton in a human body, the cytoskeleton performs essential functions, some of which 
resemble the functions of the skeleton; it shapes the cell, provides mechanical support, makes 
movements possible, defines subcellular compartments, transmits signals, serves as track for 
transport, and many more. In eukaryotic cells, there are three components of the cytoskeleton, 
based on their thickness: from the thinnest to thickest, microfilaments, intermediate filaments, and 
microtubules (Figure 1.1). All three components of the cytoskeleton share dynamic properties; 
monomeric subunits assemble into linear filaments or higher order structures, and these structures 
disassemble back to monomeric subunits when the structures are no longer needed. Each 
component of the cytoskeleton makes up multiple different structures, and these structures are 
often built from the same pool of monomeric subunits. Also, the level of monomer pool often 
affects the initiation or rate of the assembly of these structures. Thus, cells need to maintain the 
pools of monomers at appropriate levels to build dynamic structures properly and keep them 
functional (Figure 1.2, microfilaments as an example). 
 
Microfilaments (actin filaments) 
Microfilaments are made of actin filaments (Korn, 1982). Like intermediate filaments and 
microtubules, microfilaments go through a cycle of assembly and disassembly; the monomers, 
monomeric actin (also known as G-actin, for globular actin), get incorporated into filaments (also 
1
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Figure 1.1. The three components of the cytoskeleton: microfilaments, intermediate 
filaments, and microtubules. Monomer form and filament form of each are shown. From 
the thinnest to the thickest, microfilaments (7nm diameter), intermediate filaments (usually
9-11nm), and microtubules (24nm diameter). Microfilaments and microtubules have polarity
(+ end and – end). Intermediate filaments do not have polarity. 
2
+-
ATP-actin
ADP-P-actin
ADP-actin
Cofilin
Profilin
Formin
Cap1/Cap2
Tropomyosin
Tropomodulin
Nucleus
Arp2/3
Nucleation
Stea
dy s
tate
ATP
ADP
+ Actin reguling proteins
Sever
Treadmilling
Figure 1.2. The actin cycle and actin regulating proteins. When the concentration is
above the critical concentration, actin monomers assemble into filaments, with nucleation 
being the rate-limiting step. When addition rate at the barbed end equals the release rate at
the pointed end, the filament undergoes treadmilling, without changing its length. 
Treadmilling is accompanied by the hydrolysis of ATP bound to actin. Actin regulating 
proteins include nucleators (the Arp2/3 complex and formin), actin monomer binding 
proteins (profilin), elongation regulating proteins (Cap1/Cap2 and tropomodulin), and 
stability regulating proteins (tropomyosin and cofilin). 
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known as filamentous actin, F-actin), and these filaments disassemble back to monomers (Figure 
1.2) (Korn, 1982). While monomers naturally start to assemble into filaments when the 
concentration of actin is above the critical concentration, the nucleation step, where two or three 
actin monomers bind each other to form a nucleus, is the rate limiting step for filament assembly 
(Frieden, 1985; Korn, 1982; Pollard and Cooper, 1986). Thus, in vivo, this nucleation step is 
usually aided by nucleators, such as the Arp2/3 complex or formin, which gives the cell better 
control over where, and how much, assembly happens (Campellone and Welch, 2010). Actin is 
also an ATPase and its nucleotide state changes its likelihood of polymerization. Actin is more 
likely to assemble into filaments when bound to ATP, compared to when bound to ADP, meaning 
ATP-actin has lower critical concentrations for assembly than ADP-actin. Actin filaments have 
directionality as well. Actin monomers are assembled into filaments with a certain orientation, and 
one end is preferred for addition of new monomers, with a lower critical concentration, than the 
other end (Carlier et al., 1985; Pollard, 1986; Pollard, 1990). The end with lower critical 
concentration is called the growing end, which is also known as the plus end or barbed end, and 
the end with higher critical concentration is called the minus end or pointed end; barbed and 
pointed ends are named from their appearances when decorated with the F-actin binding fragment 
of myosin (Huxley, 1963). This directionality and different critical concentrations at ends create 
treadmilling. At steady state, actin monomers are added to barbed ends and released from pointed 
ends. Thus, when the assembly rate at barbed ends equals the disassembly rate at pointed ends, 
there is no net growth and filaments are constantly undergoing treadmilling (Korn, 1982). This 
treadmilling is also accompanied by hydrolysis of ATP-actin into ADP-actin; the ATPase activity 
of actin is stimulated when actin is incorporated into filaments. ATP-actin is added to the barbed 
end, ATP is hydrolyzed into ADP-P, phosphate is released, and ADP-actin is released from the 
4
 
 
pointed end (Korn et al., 1987; Pollard, 1990). As a result, recently assembled areas of filaments 
mostly contain ATP bound actin (ATP-F-actin), followed by ADP-P-F-actin, and then followed 
by ADP-F-actin, the oldest part of the filaments (Figure 1.2). The cell utilizes multiple sets of 
proteins to regulate this cycle of actin (Figure 1.2) (Campellone and Welch, 2010; Pollard, 2016): 
(1) Nucleators and their regulators control where, and how many, filaments are assembled 
(Campellone and Welch, 2010). e.g. Arp2/3 complex, formin, and cordon-bleu. 
(2) Actin monomer binding proteins regulate the level of free actin and direct assembly to 
one structure over another. It should be noted that the concentration of actin monomers is usually 
higher than the critical concentration of barbed end, yet these G-actin binding proteins keep the 
effective concentration of actin monomers in the pool low by sequestering them. This prevents 
uncontrolled nucleation and elongation, but allows efficient nucleation and elongation when 
needed. e.g. profilin and β-thymosin. Profilin is the first protein discovered to bind to G-actin, and 
it has many functions, including (i) it facilitates the exchange of ADP to ATP in G-actin, (ii) it 
decreases the effective concentration by sequestering G-actin, and (iii) profilin bound actin 
(profilin-actin) can only add to barbed end and profilin-actin feeds assembly by formins (Carlsson 
et al., 1977; Evangelista et al., 2002; Mockrin and Korn, 1980; Pollard and Cooper, 1984; Pruyne 
et al., 2002; Schutt et al., 1993; Tilney et al., 1983; Vinson et al., 1998). β-thymosin is another G-
actin sequestering protein. In vivo, most of free actin is bound to either profilin or β-thymosin 
(Pollard, 2016; Safer et al., 1991; Safer et al., 1990). 
(3) Proteins that regulate the elongation of filaments. After being nucleated, the elongation 
of filaments is modulated to ensure an appropriate degree of growth, neither too little nor too 
excessive. The addition of monomers to—and release from—filaments happen at ends and a set 
5
 
 
of proteins adjust the rate of elongation either by directly interacting with the ends or by binding 
to the sides of the filaments and inducing conformational change of filaments (an allosteric 
regulation). e.g. barbed end and pointed end capping proteins, such as Cap1/Cap2 and 
tropomodulin (respectively), bind ends with high affinity to inhibit further addition or release of 
actin monomers (Casella et al., 1986; Fowler, 1987; Fowler, 1990; Fowler et al., 1993; Maruyama, 
1965a; Maruyama, 1965b; Maruyama et al., 1977; Maruyama et al., 1990; Weber et al., 1994). 
(4) Proteins that control the stability of filaments or the actin structures; some proteins 
stabilize the assembled structures and other proteins destabilize them to stimulate their 
disassembly back to actin monomers. e.g. tropomyosin binds and stabilizes F-actin, and cofilin 
binds, destabilizes, and severs F-actin. 
Although these are main categories of actin regulators, there are other types of proteins that 
provide further and more fine-tuned regulation of the assembly and disassembly of F-actin, 
managing the G-actin pool (Brieher, 2013; Campellone and Welch, 2010; Pollard, 2016). 
 
Actin in yeast: two main actin structures and actin pool 
Actin is highly conserved throughout eukaryotes, and it has been extensively studied in 
budding yeast, Saccharomyces cerevisiae. Budding yeast has a single actin gene and the actin 
cytoskeleton is responsible for all its cellular transport (Drees et al., 1995; Gallwitz and Seidel, 
1980; Kubler and Riezman, 1993; Ng and Abelson, 1980; Pruyne et al., 1998; Shortle et al., 1982). 
In contrast, in larger eukaryotic cells, transport is also mediated by microtubules, especially long-
range transport (Atkinson et al., 1992). This gives the yeast an unusual dependence on actin, 
6
Figure 1.3. Actin structures in actively growing yeast. Right panel shows actual actin 
structures in yeast, visualized by phalloidin staining (maximum projection of center 4
planes), and left panel shows a schematic representation. Blue arrows indicate actin cortical
patches, and yellow arrows indicate actin cables. 
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making it a great model system to study the regulation of the actin cytoskeleton, along with its 
many available experimental tools. 
There are two main actin structures in actively growing yeast: actin cables and actin cortical 
patches (Figure 1.3) (Adams and Pringle, 1984; Kilmartin and Adams, 1984). Both structures 
perform distinct functions and are essential for proper growth (Kubler and Riezman, 1993; Pruyne 
et al., 1998). 
 
Actin cables: tracks for myosin V-mediated transport 
Actin cables are bundled filaments that are built by the formins, Bni1 and Bnr1, cross-
linked by fimbrin Sac6, and stabilized by tropomyosin, Tpm1 and Tpm2, and they serve as tracks 
for myosin V motor (Myo2 and Myo4 in yeast)-mediated polarized transport of secretory vesicles, 
organelles, and mRNAs (Adams et al., 1989; Catlett and Weisman, 1998; Chernyakov et al., 2013; 
Drubin et al., 1988; Evangelista et al., 2002; Fagarasanu et al., 2006; Hill et al., 1996; Hoepfner et 
al., 2001; Itoh et al., 2004; Itoh et al., 2002; Johnston et al., 1991; Lipatova et al., 2008; Pruyne et 
al., 2002; Pruyne et al., 1998; Sagot et al., 2002a; Sagot et al., 2002b; Schott et al., 1999; Yin et 
al., 2000). While a formin is essential for building actin cables, two isoforms, Bni1 and Bnr1, are 
functionally redundant: bnr1Δ cells grow as well as wild type cells, and bni1Δ cells have only 
minor growth defects (Evangelista et al., 2002; Vallen et al., 2000). However, Bni1 and Bnr1 have 
some key differences between them. Bni1 localizes to the bud tip in small- or medium-budded 
cells and then to the bud neck in large-budded cells, but Bnr1 localizes to the bud neck throughout 
the cell cycle (Fujiwara et al., 1998; Gao et al., 2010; Kamei et al., 1998; Ozaki-Kuroda et al., 
2001). Bni1 treadmills back on actin cables, whereas Bnr1 does not (Buttery et al., 2007). Both 
8
 
 
Bni1 and Bnr1 can cap the barbed ends of the filaments, but Bnr1 caps more tightly. Bnr1 is about 
10 times more potent at nucleation than Bni1. Bnr1 can bundle F-actin, but Bni1 cannot (Graziano 
et al., 2011; Graziano et al., 2013; Moseley and Goode, 2005). Bni1 and Bnr1 are also regulated 
differently, which will be discussed in detail in Regulation of actin cables. 
Tropomyosin binds to the sides of actin filaments, with one coiled-coil dimer spanning 
several subunits of actin. They perform multiple functions, such as stabilization of the filaments 
and regulating interactions between the filaments and other proteins (Gunning et al., 2015). In 
yeast, the tropomyosins, Tpm1 and Tpm2, stabilize cables built by formins and, like formins, cells 
can tolerate loss of either Tpm1 or Tpm2, but loss of both Tpm1 and Tpm2 is lethal (Drees et al., 
1995; Liu and Bretscher, 1989a; Liu and Bretscher, 1989b; Pruyne et al., 1998). However, unlike 
Bni1 and Bnr1, Tpm1 is five times more abundant than Tpm2, making Tpm1 the major isoform 
and Tpm2 the minor isoform (Drees et al., 1995). Consistent with this, tpm1Δ cells have few short 
cables and, as a result, grow very poorly, but tpm2Δ cells do not show any phenotype regarding 
actin morphology or growth (Drees et al., 1995; Liu and Bretscher, 1992; Liu and Bretscher, 
1989a). The poor growth of tpm1Δ cells signifies the importance of actin cables and myosin V-
mediated transport (Pruyne et al., 2004). 
Once actin cables are built and stabilized, now they can serve as tracks for myosin V motors, 
Myo2 and Myo4 in yeast. Myo2 and Myo4 bind both actin cables through their ATPase domain, 
and their cargos by interacting with cargo-specific adapters. Then, they use ATP to walk towards 
the barbed ends of actin cables, which usually localize at the bud tip or the bud neck, delivering 
the cargos (Pruyne et al., 2004). Although Myo2 and Myo4 are both myosin V motors, Myo2 and 
Myo4 carry different cargos. Myo2 transports secretory vesicles, trans-Golgi, mitochondria, 
9
 
 
vacuoles, and peroxisomes, and it also orients the spindle through an adaptor Kar9, while Myo4 
transports mRNAs and endoplasmic reticulum (ER) (Chernyakov et al., 2013; Fagarasanu et al., 
2006; Itoh et al., 2004; Itoh et al., 2002; Lipatova et al., 2008; Pruyne et al., 2004). Another 
difference between Myo2 and Myo4 is that Myo2 is essential, while Myo4 is not. This is likely to 
be due to the fact that Myo2 is directly responsible for the transport of essential cargos, such as 
secretory vesicles and mitochondria, while Myo4 cargos, such as mRNAs and ER, are nonessential 
or can be inherited indirectly (Chernyakov et al., 2013; Diehl and Pringle, 1991; Haarer et al., 1994; 
Itoh et al., 2004; Johnston et al., 1991; Prendergast et al., 1990; Schott et al., 1999). 
 
Actin cortical patches: sites of endocytosis 
Actin cortical patches are branched F-actin structures nucleated by the Arp2/3 complex, 
whose seven subunits are encoded by seven separate genes in yeast, that provide mechanical force 
for endocytosis (Goode et al., 2015; Kubler and Riezman, 1993; Winter et al., 1997; Winter et al., 
1999b). The force generated by actin assembly is transmitted to the plasma membrane (PM) 
through adapter proteins (Figure 1.4). This transmitted force bends the membrane to create an 
endocytic membrane invagination and later drives the newly formed endocytic vesicles into the 
cytoplasm (Figure 1.4) (Goode et al., 2015; Lu et al., 2016). While actin assembly and the force 
generated by it also play a role in endocytosis in other eukaryotes, they carry a bigger importance 
in yeast, because endocytic invagination needs to overcome turgor pressure 
(Aghamohammadzadeh and Ayscough, 2009; Mooren et al., 2012). 
Endocytosis removes lipids and proteins from the plasma membrane, and takes up 
molecules from outside of the cell, such as ligands and nutrients. There are several types of 
10
Early endocytic factor: Ede1, Syp1, Hrr25
Cargo
Early coat: Clathrin, AP2 complex, Yap1801, Yap1802, Pal1
Mid coat: Sla2, Ent1, Ent2
Late coat: Sla1, Pan1, End3, Lsb3, Lsb4, Lsb5, Gts1, Ubx3
Actin nucleation regulators: Las17, Myo3, Myo5, Vrp1, Bzz1, Ldb17, Bbc1
Arp2/3 complex
Actin binding proteins: Cap1/Cap2, Twf1, Abp1, Aim3, Cofilin, Aip1, Fimbrin, Srv2, Coronin
Actin filaments Scission proteins: Sjl2, Vps1, Rvs161/167
Uncoating proteins: Ark1, Prk1 Endocytic vesicles
Scission
Uncoating
(1) (2) (3) (4)
(5)
(6)
Figure 1.4. Timeline for clathrin-mediated endocytosis in yeast. CME goes through (1) 
site selection and recruitment of early endocytic factors and early coat proteins, (2) cargo 
concentration and recruitment of mid and late coat, (3) recruitment of the Arp2/3 complex, 
NPFs, and their regulators, (4) F-actin assembly and endocytic invagination, (5) scission at 
the neck of the endocytic invagination, and (6) uncoating of endocytic vesicles. 
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endocytosis, but they can be divided into clathrin-mediated endocytosis (CME) and clathrin-
independent endocytosis (CIE) (Doherty and McMahon, 2009; Kirchhausen et al., 2014; Mayor et 
al., 2014; Merrifield and Kaksonen, 2014). Although the existence of CIE has been proposed in 
yeast and some evidence has recently been presented, currently, little is known about CIE and 
CME seems to be the major endocytic pathway (Aghamohammadzadeh et al., 2014; Prosser et al., 
2011; Prosser and Wendland, 2012). 
CME in yeast starts with cells choosing where to initiate endocytosis on their PM (Figure 
1.4). While the mechanism of how cells choose a site for endocytosis is not clearly understood, 
there is a strong correlation with the region involved in exocytosis, implying cargoes delivered by 
exocytosis play a role in site selection (Brach et al., 2014; Gao et al., 2003; Pruyne et al., 1998). 
Nonetheless, several early endocytic factors and early coat proteins, such as Ede1, Syp1, Hrr25, 
and clathrin, mark sites that later progress into endocytosis (Brach et al., 2014; Carroll et al., 2012; 
Peng et al., 2015). After early endocytic factors and early coat proteins arrive, endocytic cargos 
are concentrated and sorted into these selected sites (Carroll et al., 2012; Ehrlich et al., 2004; 
Layton et al., 2011). Then, mid and late coat proteins, such as Sla1, Sla2, and Ent1, are recruited 
to the sites (Kaksonen et al., 2003; Kaksonen et al., 2005). Next, the Arp2/3 complex is recruited 
together with its regulators to assemble actin filaments (Goode et al., 2015; Kaksonen et al., 2003; 
Kaksonen et al., 2005; Lu et al., 2016). Although the yeast Arp2/3 complex, unlike the Arp2/3 
complexes from other organisms, has some nucleation activity on its own, it becomes further 
activated by nucleation promoting factors (NPF) and their activators, including Las17, Myo3, 
Myo5, Vrp1, Abp1, Bzz1, and Pan1 (Goode et al., 2015; Wen and Rubenstein, 2005). Nucleation 
activity of the Arp2/3 complex is also negatively regulated by Arp2/3 complex inhibitors or NPF 
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inhibitors, which includes yeast coronin Crn1, Syp1, Lsb1, Lsb2, Sla1, Sla2, and Bbc1 (Goode et 
al., 2015). With this complex interplay among these players, the Arp2/3 complex builds branched 
F-actin structures, and the force generated by them is transmitted to the PM by adapter proteins 
Sla2 and Ent1. Sla2 and Ent1, which are also coat proteins, bind to both F-actin and the PM, to 
transmit the force from actin assembly to the PM, causing membrane invagination (Avinoam et 
al., 2015; Skruzny et al., 2012; Skruzny et al., 2015). Endocytic invagination is followed by 
scission at the neck of the invagination to generate an endocytic vesicle. The mechanism by which 
scission happens in yeast is not yet known, but it involves the Bin-amphiphysin-Rvs (BAR) 
proteins Rvs161/Rvs167, which forms an obligate heterodimer, and Bzz1, and a synaptojanin Sjl2 
(Friesen et al., 2006; Idrissi et al., 2008; Kishimoto et al., 2011; Picco et al., 2015). The endocytic 
vesicles generated by scission are then driven into the cell by actin assembly, where they fuse with 
endosomes. Before fusing with endosomes, the endocytic coats and F-actin structures on the 
endocytic vesicles need to be removed, and kinases Ark1 and Prk1 are implicated in this process 
(Cope et al., 1999; Sun et al., 2007; Toret et al., 2008). 
 
Balance between cables and patches 
Because both actin cables and cortical patches carry out crucial functions and are 
assembled from the same actin monomer pool, yeast needs mechanisms to ensure appropriate 
assembly for each structure (Carlier and Shekhar, 2017; Pollard, 2016). For example, barbed end 
capping protein Cap1/Cap2, which forms an obligate heterodimer, effectively inhibits F-actin 
elongation at actin patches and prevents excessive growth of F-actin (Amatruda et al., 1990; 
Amatruda and Cooper, 1992; Amatruda et al., 1992; Kim et al., 2004). In cells lacking Cap1 or 
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Cap2, excessive assembly of F-actin at patches depletes free actin pool and, as a result, actin cables 
are severely down-regulated (Amatruda et al., 1990; Amatruda et al., 1992). The opposite case has 
also been reported. Overexpressing a fragment of Bnr1 that is capable of nucleation but lacks 
autoinhibition generates excessive cables and kills the cell, but this lethality is rescued by co-
overexpressing Las17, a major NPF for actin patch assembly (Gao and Bretscher, 2008). 
 
Regulation of actin cables 
 As discussed in Actin cables: tracks for myosin V-mediated transport, actin cables are 
nucleated and built by two formin isoforms, Bni1 and Bnr1. Bni1 and Bnr1 share a similar domain 
structure: from N-terminus to C-terminus, GTPase-binding domain (GBD), diaphanous inhibitory 
domain (DID), formin homology domain 1 (FH1), formin homology domain 2 (FH2), and, inside 
the C-terminal part of FH2, diaphanous autoregulatory domain (DAD) (Higgs and Peterson, 2005; 
Pruyne et al., 2004). FH1 and FH2 are the parts of proteins that initiate actin assembly. FH1 domain 
interacts with actin monomer bound to profilin and feeds it into the barbed end, while FH1-FH2 
stays on the barbed ends and protects them from barbed end capping proteins during the elongation 
process, which is known as processive capping (Chang et al., 1997; Goode and Eck, 2007; Kovar 
et al., 2006; Pruyne et al., 2002; Romero et al., 2004; Sagot et al., 2002b). DID and DAD interact 
with each other to keep the molecule in the inhibited form and this autoinhibitory interaction is 
released upon interaction with GTPases through the GBD (Alberts, 2001; Goode and Eck, 2007; 
Li and Higgs, 2003; Li and Higgs, 2005; Watanabe et al., 1999). However, it is unclear which 
GTPases Bni1 and Bnr1 interact with to become active. Cdc42, Rho1, and Rho3 for Bni1, and 
Rho4 for Bnr1 have been implicated as interacting GTPases, but the results are not yet conclusive 
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(Dong et al., 2003; Fujiwara et al., 1998; Imamura et al., 1997; Kamei et al., 1998; Kohno et al., 
1996; Pruyne et al., 2004). The activity of formins is regulated by proteins other than GTPases as 
well. For instance, the activities of Bni1 and Bnr1 are both regulated by Bud6. There are also 
specific regulators for each isoform (Buttery et al., 2007; Graziano et al., 2011; Graziano et al., 
2013; Moseley and Goode, 2005; Park et al., 2015). Bni1 is a component of the polarisome and is 
regulated by phosphorylation by Prk1 (Fujiwara et al., 1998; Sheu et al., 1998; Wang et al., 2009). 
Bni1, not Bnr1, gets degraded upon cell wall or membrane damage, and this degradation is 
mediated by activation of Pkc1 (Kono et al., 2012). Bnr1 is regulated by Bud14/Kel1/Kel2, septin 
Shs1, septin-associated kinase Gin4, and the BAR protein Hof1 (Buttery et al., 2012; Chesarone 
et al., 2009; Gould et al., 2014; Graziano et al., 2014; Kamei et al., 1998; Kikyo et al., 1999). 
These cables then get cross-linked by fimbrin Sac6, and stabilized by tropomyosin, Tpm1 
and Tpm2. Although this cross-linking is crucial and the stabilization is essential for the proper 
morphology of actin cables, regulation of them has not been extensively studied (Adams et al., 
1989; Drees et al., 1995; Liu and Bretscher, 1992; Liu and Bretscher, 1989a; Pruyne et al., 1998). 
What is known about their regulation is summarized below. Tpm1 and Tpm2 are acetylated at their 
N-terminus by Nat3/Mdm20 complex (NatB), one of the three N-terminal acetyltransferase 
complexes in yeast, and this acetylation is critical for their cooperative binding to actin cables and 
the stabilization of them (Maytum et al., 2000; Polevoda et al., 2003; Singer and Shaw, 2003). 
Fimbrin has been shown to be regulated by calcium binding and phosphorylation by cAMP-
dependent protein kinase A (PKA) in human cells, and Sac6 in budding yeast has been shown to 
be regulated by Cdk1 to modulate the stability of cables (Janji et al., 2006; Miao et al., 2016; 
Namba et al., 1992). Abp140 is another actin binding protein that bundles F-actin in vitro and 
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preferentially localizes to actin cables in vivo. Although its in vitro bundling activity and in vivo 
cable localization have suggested that it regulates actin cable dynamics, abp140Δ cells do not 
display defects in cable dynamics. Interestingly, Abp140 was later found to be a methyltransferase 
for tRNAs and to be involved in the localization of its own mRNA to the mother cell. This implies 
that its actin binding property can be to localizes its mRNAs, not to regulate cable dynamics, but 
more studies need to be done to determine its physiological relevance regarding actin cables 
(Asakura et al., 1998; D'Silva et al., 2011; Gao and Bretscher, 2008; Kilchert and Spang, 2011; 
Yang and Pon, 2002). 
 
Regulation of actin patches: nucleation, elongation, and disassembly 
 Actin cortical patches provide mechanical force for endocytic invagination and, for 
efficient endocytosis, actin assembly needs to be properly regulated to ensure an adequate level of 
force and invagination. F-actin at patches goes through three stages, nucleation, elongation, and 
disassembly, and multiple sets of proteins are employed to regulate actin at all three stages (Goode 
et al., 2015; Lu et al., 2016). 
 
Regulation of F-actin nucleation at patches 
As briefly discussed in Actin cortical patches: sites of endocytosis, actin filaments at 
cortical patches are nucleated by the Arp2/3 complex (Goode et al., 2015; Kelleher et al., 1995; 
Schwob and Martin, 1992; Welch et al., 1997). The Arp2/3 complex binds to the sides of an 
existing filament and nucleates F-actin at a 70° angle from it to generate a branched F-actin 
structure (Goley and Welch, 2006; Mullins et al., 1998). This nucleation activity is regulated by 
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multiple nucleation promoting factors (NPFs) and inhibitors, some of which are also regulated by 
other proteins (Goley and Welch, 2006; Goode et al., 2015). For example, Las17, a yeast 
homologue of Wiskott–Aldrich syndrome protein (WASP), was the first discovered NPF for the 
Arp2/3 complex, and it is essential for proper assembly of actin cortical patches and functional 
endocytosis (Li, 1997; Madania et al., 1999; Winter et al., 1999a). Las17 binds the Arp2/3 complex 
through its VCA domain (a domain containing Verprolin, Central, and Acidic motives) and 
induces conformational changes to activate the nucleation activity of the Arp2/3 complex (Goley 
et al., 2004; Higgs et al., 1999; Rodal et al., 2005). The NPF activity of Las17 is inhibited by Syp1, 
Sla1, and Bbc1, through interaction between Src homology 3 (SH3) domains of these proteins and 
polyproline region of Las17 (Boettner et al., 2009; Feliciano and Di Pietro, 2012; Rodal et al., 
2003). 
In addition to this complex interplay of proteins regulating the Arp2/3 complex activity, 
the nucleation of F-actin is further controlled by the existence of mother filaments, and proteins 
that modulate branching. The Arp2/3 complexes need to bind to existing actin filaments to be fully 
active, and glia maturation factor (GMF), Aim7 in yeast, binds to the Arp2/3 complex to dissociate 
it from the mother filaments (Gandhi et al., 2010; Higgs et al., 1999; Luan and Nolen, 2013; 
Machesky et al., 1999; Ydenberg et al., 2013). Beside these regulatory mechanisms, the nucleation 
or branching activity of the Arp2/3 complex is also managed by other mechanisms, such as the 
nucleotide status of Arp2 or Arp3 (Dayel et al., 2001; Dayel and Mullins, 2004; Goley et al., 2004; 
Ingerman et al., 2013; Le Clainche et al., 2001; Le Clainche et al., 2003; Martin et al., 2006; Martin 
et al., 2005). 
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Regulation of F-actin elongation at patches 
The Arp2/3 complex, the nucleator for actin cortical patches, binds to the pointed end, 
leaving the barbed end free, in contrast to formin, which binds to the barbed end and protects it 
from barbed end capping proteins (Kelleher et al., 1995; Pruyne et al., 2002; Welch et al., 1997). 
These free barbed ends allow actin monomers to be added quickly, but also make it imperative for 
cells to make sure that excessive assembly does not occur (Amatruda et al., 1990; Amatruda et al., 
1992). There are two different inhibitors of barbed end actin assembly in yeast: F-actin barbed end 
capping protein Cap1/Cap2, and Abp1/Aim3 (Michelot et al., 2013; Nadkarni and Brieher, 2014). 
Cap1 and Cap2 are well-known F-actin barbed end assembly inhibitors, and their 
homologues are found throughout eukaryotes. Cap1 and Cap2 form a heterodimer that binds the 
barbed end of F-actin with high affinity and inhibits further addition of monomers (Edwards et al., 
2014; Maruyama, 1965a; Maruyama, 1965b; Maruyama et al., 1977; Maruyama et al., 1990). The 
importance of Cap1/Cap2 can be seen when CAP1 or CAP2 is deleted; much more actin is 
assembled into patches, endocytosis becomes very inefficient, and actin cables are largely gone 
(Amatruda et al., 1990; Amatruda et al., 1992). Capping activity by barbed end capping proteins 
can be modulated by other proteins, especially by those containing the capping protein interaction 
(CPI) motif or CARMIL-specific interaction (CSI) motif (Edwards et al., 2015; Edwards et al., 
2014; Stark et al., 2017; Uruno et al., 2006; Yang et al., 2005). For instance, CARMIL, which has 
both motifs, has been shown to bind capping protein and decrease its affinity for the barbed end 
(Edwards et al., 2014; Jung et al., 2001; Stark et al., 2017; Yang et al., 2005). Although such 
proteins have not been found in yeast yet, a recent study showed that similar interactions might 
exist (Farrell et al., 2017). Also, phosphatidylinositol 4,5-bisphosphate (PI(4,5)P2), which is 
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enriched in the plasma membrane, has also been shown to decrease capping activity of barbed end 
capping proteins in yeast and in other organisms (Amatruda and Cooper, 1992; Edwards et al., 
2014; Heiss and Cooper, 1991). 
Abp1, Actin Binding Protein 1, is a well-known actin binding protein in yeast (Drubin et 
al., 1988). Abp1 has an actin depolymerizing factor homology domain (ADFH), which binds to 
the sides of actin filaments, and a Src homology 3 (SH3) domain (Drubin et al., 1990; Moon et al., 
1993). Although Abp1 has an ADFH domain, it does not disassemble actin filaments on its own. 
Rather it activates the Arp2/3 complex, and recruits other endocytic proteins, including Ark1 and 
Prk1, to actin patches (Cope et al., 1999; Fazi et al., 2002; Goode et al., 2015; Goode et al., 2001). 
Michelot et al. (2013) found that Abp1 interacts with Aim3, supposedly through the interaction 
between its SH3 domain and polyproline region of Aim3, to inhibit actin assembly at barbed ends 
in vitro. This result implies that Aim3 can work as a capping protein when recruited by Abp1, but 
as Michelot et al. (2013) indicated, it is also possible that Abp1/Aim3 induces a conformational 
change in the filament to reduce the addition of actin monomers to the barbed end. 
 
Regulation of F-actin disassembly at patches 
Disassembly of F-actin structures at patches has been an interesting topic in actin regulation, 
because the disassembly of actin patches in vivo seems to be far faster than the disassembly of 
actin filaments in vitro (Brieher, 2013; Chen et al., 2000; Moseley and Goode, 2006; Zigmond, 
1993). This suggested that there are more players involved in this process than originally thought, 
and that led to the discoveries of multiple disassembly factors. According to the current view, it is 
believed that disassembly at actin patches is mediated by cofilin Cof1 with its cofactor Aip1, 
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coronin Crn1, twinfilin Twf1, and Srv2 (or cyclase-associated protein (CAP)) (Pollard, 2016). 
These factors have different mechanisms of action and are orchestrated to accomplish fast and 
robust disassembly of F-actin structures at patches. 
Cofilin has been believed to be the main player in this process. It directly binds, destabilizes 
and severs actin filaments (Bamburg et al., 1980; Carlier et al., 1997; Carlier and Shekhar, 2017; 
Harris et al., 1980; Moon et al., 1993; Nishida et al., 1984; Okada et al., 2006; Ono et al., 2004). 
Cofilin has an ADFH domain and preferentially binds ADP-actin over ATP-actin (Carlier et al., 
1997). It binds cooperatively to F-actin, making a cofilin-decorated domain on it. This decoration 
induces a conformational change to the filament, which in turn causes a twist and breakage at the 
junction between the cofilin-decorated domain and the bare domain, severing the filament 
(Hayakawa et al., 2014; McGough et al., 1997; Nadkarni and Brieher, 2014; Suarez et al., 2011; 
Wioland et al., 2017). This conformational change also alters what proteins bind to it, as some 
proteins have different affinities to F-actin, depending on the conformation (McGough et al., 1997; 
Nishida et al., 1984; Wioland et al., 2017). Interestingly, except at the junctions, the cofilin-
decorated domain is rather stable and long-living in vitro, which is at odds with in vivo data where 
cofilin destabilizes, severs, and disassembles ADP-F-actin into monomers rapidly (Suarez et al., 
2011; Wioland et al., 2017; Zigmond, 1993). 
Aip1, a cofactor of cofilin, greatly increase severing activity by cofilin, especially inside 
of this domain, partially solving the disagreement between in vivo and in vitro data (Brieher et al., 
2006; Kueh et al., 2008; Okada et al., 2006; Ono et al., 2004). Aip1 is recruited to F-actin by cofilin, 
and destabilizes the interaction between cofilin and decorated F-actin, increasing the rate severing 
(Aggeli et al., 2014; Rodal et al., 1999). In addition to its function to stimulate the activity of cofilin, 
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Aip1 has also been found to be associated with barbed ends, and the role of this interaction had 
been unclear (Okada et al., 2002). Yet, several recent studies gave some insights in this matter. 
Michelot et al. (2013) presented convincing evidence that Aip1 and Cap1/Cap2 compete for barbed 
ends generated by cofilin severing and proposed that Aip1 blocks addition of new actin monomers 
to the resulting barbed ends, like Cap1/Cap2. However, Nadkarni and Brieher (2014) argued that 
Aip1 does not inhibit addition of monomers to barbed ends, but rather accelerates disassociation 
of monomers from F-actin at both ends, indicating that Aip1 capping serves a different function 
from Cap1/Cap2 capping. A more recently study by Wioland et al. (2017) shows that once cofilin 
decorates filaments, it can decrease the binding affinity of barbed end capping protein, even 
without Aip1. In summary, these recent findings suggest that Aip1 stimulates the severing activity 
of cofilin, caps the barbed ends of severed F-actin to block Cap1/Cap2 from stabilizing barbed 
ends, and promotes disassociation of monomers from the ends, contributing to the fast disassembly 
of F-actin. Coronin, Crn1 in yeast, is also found to interact with cofilin to accelerate disassembly 
of F-actin (Gandhi et al., 2009; Kueh et al., 2008; Mikati et al., 2015). While coronin has also been 
known to regulate the activity of the Arp2/3 complex, as discussed in Regulation of F-actin 
nucleation at patches, it also binds to the sides of the filaments and changes their dynamics (Cai 
et al., 2007a; Cai et al., 2007b; de Hostos et al., 1991; Humphries et al., 2002; Rodal et al., 2005). 
It decorates F-actin and regulates the severing activity by cofilin, depending on the nucleotide 
status of actin; it recognizes the conformational difference between ADP-F-actin and ATP-F-actin 
(or ADP-P-F-actin), and increases the severing of ADP-F-actin by cofilin, but protects ATP-F-
actin (or ADP-P-F-actin) (Gandhi et al., 2009; Ge et al., 2014; Mikati et al., 2015). 
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Twinfilin and CAP, Twf1 and Srv2 in yeast, also greatly increase the disassembly of F-
actin (Goode et al., 2015). Twinfilin was found as a protein with two ADFH domains and a linker 
between them (Goode et al., 1998). With its ADFH domains, twinfilin binds to both G-actin and 
F-actin. With these dual binding ability, twinfilin has been shown to sequester actin monomers to 
suppress actin assembly; cap barbed ends and compete with capping proteins; and stimulates 
disassembly of F-actin with Srv2/CAP (Goode et al., 1998; Helfer et al., 2006; Johnston et al., 
2015; Ojala et al., 2002; Paavilainen et al., 2007; Paavilainen et al., 2008). The in vivo significance 
of capping activity of Twf1 is unclear, but it is worth noting that localization of Twf1 is dependent 
on Cap1/Cap2, and both the capping activity by Cap1/Cap2 and monomer sequestering activity of 
Twf1 are negatively regulated by PI(4,5)2P (Falck et al., 2004; Palmgren et al., 2001). Srv2/CAP 
was found as a protein associated with adenyl cyclase, which converts ATP to cAMP, in budding 
yeast (Field et al., 1990). Since its discovery, CAP has been found in other organisms, including 
mammals, but the eponymic interaction with adenyl cyclase has only been found in yeasts 
(Hubberstey and Mottillo, 2002). Srv2/CAP has been reported to have several functions in actin 
dynamics, such as binding to actin monomers, especially ADP-G-actin; increasing severing by 
cofilin on its own or in conjunction with Aip1 and profilin; and accelerating dissociation of 
monomers from both ends with twinfilin (Balcer et al., 2003; Chaudhry et al., 2013; Johnston et 
al., 2015; Mattila et al., 2004; Normoyle and Brieher, 2012). 
This complex actin regulation is crucial for efficient endocytosis: losing some components 
of this regulation causes endocytic defects–slowed down uptake of cargo with abnormal actin 
morphology. Interestingly, this even includes the loss of proteins that inhibit actin assembly, such 
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as cap1Δ. This suggests that not only is actin assembly itself important, but also the coordination 
of actin assembly and actin turnover (Goode et al., 2015; Lu et al., 2016). 
 
Overview of presented work 
 As described in Actin cables: tracks for myosin V-mediated transport, tpm1Δ cells grow 
poorly because of their lack of functional cables (Liu and Bretscher, 1992; Liu and Bretscher, 
1989a). This phenotype has led to several fruitful discoveries about how actin cables are built, 
stabilized, and utilized for polarization and growth (Pruyne et al., 1998). In 2011, Dr. Jolanda van 
Leeuwen and Dr. Charlie Boone in University of Toronto found that a spontaneous loss of function 
mutation in Altered Inheritance rate of Mitochondria 21 gene (AIM21) rescues the growth defect 
of tpm1Δ cells, from their high-throughput suppressor screen, while aim21Δ cells do not have any 
growth phenotype; the results from this screen, including aim21Δ rescuing tpm1Δ, was later 
published in 2016 (van Leeuwen et al., 2016). Dr. Charlie Boone informed us about this finding 
and I started this journey of figuring out how aim21Δ rescues the growth defect of tpm1Δ cells. 
 In 2011, when I started working on Aim21, little was known about this protein, especially 
regarding its function. It was recovered from two different screens; first, as one of the genes whose 
deletion causes defects in mitochondrial inheritance, and, second, as one of the genes whose 
deletion causes defects in Snc1 endocytosis. However, how it caused those defects was not 
discussed (Burston et al., 2009; Hess et al., 2009). It is conserved in yeasts, but no homologues 
were known at that time, and Aim21 itself does not seem to have any known domains, at least 
from its sequence. Aim21 has four polyproline regions that are all predicted to bind to SH3 
domains, and Abp1 has been predicted to be one of its binding partners (Fazi et al., 2002; Tonikian 
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et al., 2009). Its localization to actin patches was known, but neither the mechanism of this 
localization nor what functions it performs at patches was known–it was suggested to be a part of 
a regulatory module of the Arp2/3 complex activity (Tonikian et al., 2009). 
My initial studies on how aim21Δ rescues the growth defect of tpm1Δ cells showed that 
aim21Δ not only rescues the growth defect of tpm1Δ cells, but also restores actin cables to tpm1Δ 
cells, while aim21Δ cells have less cables than wild type cells. This apparent paradox asked for 
further investigation of the cellular function of Aim21, and this led me to the finding that Aim21 
is a new inhibitor of F-actin barbed end assembly at patches and this activity is necessary to balance 
actin assembly between cortical patches and cables. More specially, (1) Aim21 is recruited to the 
membrane-proximal region of actin patches by Bbc1 and Abp1, both of which are SH3 domain 
containing proteins and regulate actin at patches on their own. (2) It recruits and forms a complex 
with Tda2, a recently discovered dynein light chain structural homologue (Farrell et al., 2017), and 
together they inhibit actin assembly at barbed ends. (3) By inhibiting actin assembly at patches, 
Aim21 plays a significant role in maintaining the free actin pool, and aim21Δ rescues the growth 
defect of tpm1Δ cells by reducing the level of free actin and inhibiting actin cable assembly by 
Bni1. (4) I also found that Aim21/Tda2 physically interacts with, and possibly modulates, the 
capping activity of Cap1/Cap2, revealing a complex interplay between actin regulators. This 
project has given meaningful insights and advances in our understanding of how actin is regulated 
to achieve best functional efficiency and ensure balance among different actin structures. These 
results have been written into a manuscript titled “Yeast Aim21/Tda2 both regulates free actin by 
reducing barbed end assembly and forms a complex with Cap1/2 to balance actin assembly 
between patches and cables”, which is co-authored by Dr. Jolanda van Leeuwen, Dr. Charlie 
24
 
 
Boone, and Dr. Anthony Bretscher. This manuscript has been submitted to MBoC at the time of 
submitting this dissertation and some parts of this dissertation are adapted from it. 
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CHAPTER 2. AIM21/TDA2 IS A NEW ACTIN ASSEMBLY INHIBITOR AT BARBED 
ENDS 
aim21Δ rescues the growth defect of tpm1Δ cells 
Initial observation: spontaneous suppressor mutation for the growth defect of tpm1Δ cells lies in 
AIM21 
As described in Chapter 1. Introduction, I was informed by Dr. Jolanda van Leeuwen and 
Dr. Charlie Boone that aim21Δ rescues the growth defect of tpm1Δ cells. More specifically, they 
noticed that their tpm1Δ cells grew well, which was inconsistent with the previous literature 
descriptions. They found that, in those cells, AIM21 was mutated at position 427 of the coding 
sequence from A to T, causing K143 (AAA) to become a premature stop codon (TAA). 
Additionally, they found the deletion of the whole gene, aim21Δ, also rescues the growth defect 
of tpm1Δ cells (personal communication in 2011, and published in 2016) (van Leeuwen et al., 
2016). 
 
Characterizing the growth of tpm1Δ cells and their rich-medium sensitivity 
To verify this result, I remade aim21Δ, tpm1Δ, aim21Δ tpm1Δ cells, from wild type, 
BY4742. However, I got inconsistent results with the growth of tpm1Δ cells. Some of the colonies 
grew better than others, and some colonies displayed differently sized colonies when streaked, 
while others displayed more similarly sized colonies (data not shown). This varying growth 
phenotype can also be seen in the published literature. Liu and Bretscher (1992) showed that their 
tpm1Δ cells grew at almost half the rate of WT and were temperature-sensitive at 37°C, though 
not a tight temperature sensitivity. However, Adams et al. (1993) showed that their tpm1Δ cells 
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Figure 2.1. Good growth of the existing tpm1Δ strain. Cells with the indicated genotypes
were grown to OD600=0.2, subjected to 1:10 dilutions on YPD plates, and incubated at 27°C
or 37°C for 1-1.5 day. 
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had only modest growth defects, compared to WT. Okada et al. (2006) showed that the growth 
defect of their tpm1Δ cells was marginal at 25°C, but close to lethal at 37°C. tpm1Δ strain I had at 
that time was from the deletion consortium that was purchased from Invitrogen, and they grew 
almost as well as WT at low temperature, and displayed growth defects at high temperatures, such 
as 37°C, which is at odds with the previous literature (Figure 2.1). I also had tpm1Δ cells from Dr. 
Charlie Boone and these cells exhibited strong growth defects. However, these cells quickly picked 
up suppressor mutations, resulting in inconsistent results. I decided to make tpm1Δ cells freshly, 
from WT, with different methods, in the hope that one method might result in more consistent 
results than others. However, the heterogeneity and spontaneous suppressor mutation problem 
persisted regardless of what genetic modification method was used (data not known). Because of 
this inconsistency among the results from literature and the results I got, it was hard to determine 
what the correct phenotypes of tpm1Δ cells are. 
When I was making tpm1Δ cells in several different ways, I noticed that tpm1Δ cells grow 
differently between on YPD plates and synthetic media plates; tpm1Δ cells grew very poorly and 
yielded colonies with vastly different sizes on YPD plates, but grew better and yielded more 
similarly sized colonies on synthetic media plates (Figure 2.2 A, as an example). This YPD specific 
growth defect has been found and characterized in the mutants that are defective in nutrient 
signaling and its subsequent transcription regulation (Hinnebusch, 1988). It is believed to be 
caused by defects in releasing the overall transcription repression of amino acid synthesis involved 
genes that is induced by excessive amount of certain amino acids in YPD. This prompted the name 
“rich-medium sensitivity” (Hinnebusch, 1988). However, when the same phenotypes were also 
reported for mutants that are defective in actin regulation or actin-related processes, the 
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Figure 2.2. tpm1Δ cells have rich-medium sensitivity and aim21Δ rescues the growth 
defect of tpm1Δ cells. (A) An equal volume of tpm1Δ liquid culture was streaked on YPD 
or SC plates and incubated at 27°C or 30°C for 2-3 days. The boxed images indicate zoomed-
in portion of plates. There was some variability in colony sizes even on SC plates, but this 
was exaggerated on YPD plates. (B) Cells with the indicated genotypes were grown to 
OD600=0.2, subjected to 1:10 dilutions on YPD or SC plates, and incubated at 20°, 30°C, 
or 37°C for 1-2 days. 
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mechanistic explanation was not provided. Field et al. (1990) showed that srv2Δ cells cannot grow 
well on YPD, while they can on synthetic media plate. Gerst et al. (1991), by adding the 
components of YPD to synthetic media and measuring the growth rate, found that the high 
concentration of valine and alanine in YPD was the cause of the rich-medium sensitivity of srv2Δ 
cells. However, the authors also showed that this lethality could not be rescued by activating the 
transcription of amino acid synthesis involved genes, suggesting that their sensitivities are rooted 
in other causes, which they could not specify. Protopopov et al. (1993) and Haarer et al. (1996) 
also found this rich-medium sensitivity in their snc1Δ snc2Δ cells and sec3 mutants cells 
(respectively), both of which display secretion defects (Schott et al., 1999). Like Gerst et al. (1991), 
Haarer et al. (1996) found that peptone in YPED was the cause of the growth difference from 
synthetic media, but this time they found that the high levels of amino acids, including valine, in 
peptone were not the cause of the rich-medium sensitivity; it was still unclear why adding peptone 
would cause the growth retardation in sec3 mutants. Interestingly, several mutants of MYO2, 
whose phenotype resembles that of tpm1Δ—decreased polarized transport to the bud, also 
displayed the rich-medium sensitivity, though the reason was unresolved in this case as well 
(Schott et al., 1999). 
Regardless, I could show that tpm1Δ cells have the rich-medium sensitivity as well (Figure 
2.2, as an example). Thus, I decided to remake tpm1Δ strains only using synthetic media 
throughout the process to avoid potential suppressor mutations, repeat several times to obtain 
multiple tpm1Δ strains, and compare their growth phenotypes. When I compared their growth, 
they showed consistent growth phenotypes, suggesting that the growth phenotype I got was correct 
and the new tpm1Δ strains did not pick up suppressor mutations on synthetic media (representative 
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aim21Δ
tpm1Δ
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tpm1Δ
30°C 37°C
YPD
YPD + 1M sorbitol
Figure 2.3. tpm1Δ cells grow better at 37°C on YPD plates when supplemented with 1M 
sorbitol. Cells with the indicated genotypes were grown to OD600=0.2, subjected to 1:10
dilutions on YPD or YPD + 1M sorbitol plates, and incubated at 30°C, or 37°C for 1-2 days.
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growth phenotype of tpm1Δ cells is shown in Figure 2.2 B). Also, I could show that newly made 
tpm1Δ cells grew very poorly on YPD, but relatively well on synthetic media plates (Figure 2.2 
B). tpm1Δ cells showed some degree of temperature sensitivity as well; they grew even more 
poorly at 37°C, while growing the best at 20°C (Figure 2.2 B). There are two things should be 
noted: (1) When I streaked tpm1Δ on YPD plates, they showed differently sized colonies, but the 
frequency of bigger colonies was too high to be caused by spontaneous suppressor mutations. (2) 
tpm1Δ cells grew almost as well as WT cells when grown on YPD plates supplemented with 1M 
sorbitol at 37°C (Figure 2.3). While it is possible that 1M sorbitol mitigates the growth defect of 
tpm1Δ cells by shrinking the cells and allowing the short actin cables to transport more cargos, 
why it only happens at 37°C is still unclear. Both phenotypes will be discussed more in Chapter 3. 
Discussion and Future Directions. 
Although the reason was indeterminate, tpm1Δ cells displayed rich-medium sensitivity, so 
when I made, grew, and maintained tpm1Δ cells, I used synthetic media and grew them at 20°C to 
minimize spontaneous suppressor mutations and obtain better growth. For experiments, unless 
noted otherwise, I grew tpm1Δ cells in synthetic media, changed the media to YPD, and grew them 
for at least two cell cycles, in order to show the stronger phenotypes of tpm1Δ cells in YPD. Also, 
when multiple genetic modifications needed to be done, tpm1Δ was introduced last, to avoid any 
possible suppressor mutations for tpm1Δ in the course of subsequent genetic modifications. 
 
Verifying that aim21Δ rescues the growth defect of tpm1Δ cells 
With the correctly made tpm1Δ strains, I tested if aim21Δ could rescue the growth defect 
of tpm1Δ cells. I found aim21Δ tpm1Δ cells grew much better than tpm1Δ cells, while aim21Δ 
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cells grew as well as WT cells (Figure 2.2). aim21Δ also seemed to rescue the rich-medium 
sensitivity of tpm1Δ cells, which made the rescue more prominent on YPD plates than on synthetic 
media plates, though the rescue could still be seen on synthetic media plates (Figure 2.2). 
 
aim21Δ rescues the growth defect of tpm1Δ cells by bringing back cables 
Because tpm1Δ cells are known to have defects in actin morphology and Aim21 is an actin 
patch protein, I decided to look at the actin structures of aim21Δ, tpm1Δ, and aim21Δ tpm1Δ cells, 
and compare them to those of WT. In initial studies using fluorophore-conjugated phalloidin, both 
tpm1Δ cells and aim21Δ tpm1Δ cells showed no actin cables. Because actin cables are essential 
for growth and tpm1Δ cells can still grow, albeit slowly, I supposed that tpm1Δ cells should retain 
some cables and suspected that this lack of visible cables in tpm1Δ cells was due to loss of unstable 
cables during the staining process and their low signal (Pruyne et al., 1998). Based on the 
phalloidin actin staining protocol provided by Pringle et al. (1989), I made several modifications 
to preserve cables better and improve the signal from cables, which is discussed in detail in 
Appendix 1. Materials and Methods. 
With the improved actin staining, I could see that tpm1Δ cells indeed had few short cables, 
aim21Δ cells had less cables than WT cells, and, surprisingly, aim21Δ brought back some cables 
to tpm1Δ cells (Figure 2.4). While this explained the rescue of the growth defect of tpm1Δ cells, 
how aim21Δ restores cables to tpm1Δ cells was not clear. To understand this, I set out to investigate 
the function of Aim21. The mechanism of this rescue will be discussed in aim21∆ reduces actin 
assembly by Bni1 to suppress the growth defect imposed by tpm1∆. 
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Wild Type aim21Δ
tpm1Δ aim21Δ tpm1Δ
Figure 2.4. aim21Δ restores actin cables to tpm1Δ cells. Actin structures as visualized by 
Alexa Fluor 568-phalloidin. Inverted images of maximum projection of whole cells. Red 
arrows indicate actin cables. Bar 2μm. 
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Localization of Aim21 
Aim21 is an actin patch protein 
After verifying the rescue phenotype, I wanted to confirm the localization of Aim21 to 
patches. To do so, I decided to tag the endogenous copy of AIM21 with fluorescent proteins using 
homologous recombination, as described by Longtine et al. (1998), which I will call the Longtine 
method throughout this dissertation. Because I had limited combinations of selectable markers and 
fluorescent proteins, I generated an array of plasmid constructs to use throughout this project, 
which is discussed in Appendix 1. Materials and Methods in more detail. 
When I successfully tagged endogenous AIM21 with mNeonGreen and ABP1, an actin 
patch marker, with mCherry, I could verify their co-localization to patches, consistent with 
previous finding (Figure 2.5 A) (Tonikian et al., 2009). Interestingly, this localization was not 
perfect; while all Aim21-mNeonGreen patches co-localized with Abp1-mCherry patches, there 
were some Abp1-mCherry patches without Aim21-mNeonGreen signal. Because actin patches are 
transient structures and their composition varies throughout their lifespan, I took movies of the 
localizations of both proteins and found that Aim21-mNeonGreeen and Abp1-mCherry appear at 
the same time, but Aim21-mNeonGreen disappears when the Abp1-mCherry patch starts moving 
inward, leaving Abp1-mCherry patches alone about 2 seconds before its disappearance (Figure 2.5 
B). Because the inward movement of Abp1-mCherry in WT usually signifies the formation of an 
endocytic vesicle, this timing relationship between Aim21-mNeonGreen and Abp1-mCherry 
suggests that Aim21 leaves before, or soon after, endocytic scission, and does not associate with 
the endocytic vesicle (Kaksonen et al., 2003). 
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Aim21-mNeonGreen Abp1-mCherry Merge
C Aim21-mNeonGreen Abp1-mCherry Merge
13s
Cytoplasm
PMAbp1-mCherry
Aim21-mNeonGreen
Merge
Figure 2.5. Aim21 localizes to actin cortical patches. (A) Aim21-mNeonGreen co-
localizes with Abp1-mCherry, an actin patch marker. Bar 2μm. (B) Single frame images of 
a cortical patch showing the duration of Abp1-mCherry and Aim21-mNeonGreen. Bar 1μm. 
(C) Localization of Aim21-mNeonGreen and Abp1-mCherry in sla2Δ cells. Bar 2μm. 
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Aim21 localizes to the membrane-proximal region of actin patches 
 A careful examination of the localization of Aim21-mNeonGreen with respect to Abp1-
mCherry showed that Aim21 localizes more closely to the plasma membrane than Abp1-mCherry. 
This prompted me to look at the localization of Aim21 in sla2Δ cells to find its sub-localization at 
actin patches. Sla2 is an adapter protein that binds to both F-actin and membrane, linking two and 
transferring the force generated by actin assembly to the plasma membrane (Avinoam et al., 2015; 
Skruzny et al., 2012; Skruzny et al., 2015). Without Sla2, actin assembly becomes uncoupled from 
the PM and, as a result, F-actin is continuously assembled adjacent to the plasma membrane and 
then moves inwards, thus showing actin tails reflecting a linear readout of this dynamic process 
and making possible differentiating sub-localizations during the process (Kaksonen et al., 2003; 
Kaksonen et al., 2005; Michelot et al., 2013; Okreglak and Drubin, 2007; Okreglak and Drubin, 
2010). I imaged Aim21-mNeonGreen and Abp1-mCherry in sla2∆ cells and it revealed a tight 
localization of Aim21 close to the membrane-proximal region of the tails, similar to the 
localization seen for Sla1, Las17, and Pan1, and not with the older actin filaments in the Abp1-
mCherry tail (Figure 2.5 C) (Kaksonen et al., 2003). 
 
The localization of Aim21 to cortical patches is dependent on Bbc1, Abp1, and Tda2 
 Once I determined that Aim21 localizes to the membrane-proximal region of actin patches, 
then I wanted to know how Aim21 is localized there. From its lack of known actin binding motif 
or domains, I speculated that Aim21 needs to be recruited to patches by other actin patch proteins. 
To test that, I deleted 20 known cortical patch proteins each individually in cells with 
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Figure 2.6. Localization of Aim21 to actin patches is dependent on Bbc1, Abp1, and 
Tda2. (A) Localization of Aim21-mNeonGreen before and after 1-hour treatment with 
250μM latrunculin-B (lat-B). Red arrows indicate localization to actin patches. (B) 
Schematic showing Aim21 protein structure and truncations used. Not to scale. (C) 
Aim21(PP1-2)-GFP, Aim21(PP1-4)-GFP, and Aim21-GFP in wild type, bbc1Δ, bbc1Δ 
abp1Δ, and bbc1Δ abp1Δ tda2Δ cells. Red arrows indicate localization to actin patches. (D)
Schematic showing the interactions that contribute to the localization of Aim21 to patches. 
ADFH, Actin Depolymerizing Factor Homology domain. (E) Bbc1-GFP in WT cells before
and after 40-minutes treatment of 150μM lat-A. (A, C, E) All bars 2μm. 
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chromosomally tagged Aim21-GFP, but none completely eliminated cortical patch localization of 
Aim21-GFP. I reasoned that several proteins might contribute to Aim21 localization. 
Then, in order to narrow down the number of candidate proteins that may recruit Aim21, I 
tested if the localization of Aim21 depended on F-actin. Cells treated with latrunculin, a toxin that 
sequesters monomeric actin to disassemble all F-actin, resulted in loss of much, but not all, cortical 
patch localization of Aim21-mNeonGreen (Figure 2.6 A). Thus, there appeared to be both actin-
associated and actin-independent mechanisms of localization. Aim21 is a 679-residue protein with 
four polyproline regions (PP1-PP4), and a ~150 residue C-terminal (CT) domain (Figure 2.6 B). 
All four of these polyproline sequences are predicted to associate with SH3 domains, and it has 
been suggested that Aim21 binds the SH3 domains of Bbc1 and Abp1 (Fazi et al., 2002; Tonikian 
et al., 2009). I therefore generated GFP-tagged chromosomal constructs of Aim21 lacking various 
domains and assessed their localizations. Out of many constructs, Aim21(PP1-2)-GFP was the 
minimal region that could localize to cortical patches, and this localization was abolished in bbc1∆ 
cells (Figure 2.6 C, upper panel). Loss of Bbc1 also caused complete delocalization of Aim21 in 
latruculin treated cells (Figure 2.6 A). Thus, Bbc1, which localizes to patches independently of 
actin, is necessary to localize this region of Aim21, most likely by direct interaction, and is 
responsible for the actin-independent localization of Aim21 (Figure 2.6 E). 
 Aim21(PP1-4), lacking the CT domain, localized well to cortical patches in wild type and 
weakly in bbc1∆ cells; all localization was abolished in bbc1∆ abp1∆ cells (Figure 2.6 C, middle 
panel). Thus, Aim21 requires Abp1 to enhance its localization through PP3-4. Despite the 
involvement of Bbc1 and Abp1 in localizing Aim21, full-length Aim21-GFP still showed some 
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localization in bbc1∆ abp1∆ cells, indicating some localization through the C-terminal domain 
(Figure 2.6 C, lower panel). 
 Tda2 is a small protein that high-throughput interaction data suggests interacts with Aim21 
(Gavin et al., 2006; Yu et al., 2008). Because Tda2 does not have an SH3 domain, Tda2 was a 
likely candidate to interact with Aim21(CT). I therefore examined the localization of Aim21-GFP 
in bbc1∆ abp1∆ tda2∆ cells and found that it was no longer localized (Figure 2.6 C, lower panel). 
Overall, the data reveals that Aim21 has a complex interaction pattern, being localized by the two 
SH3-containing proteins Bbc1 and Abp1, with a contribution through the C-terminal domain 
involving Tda2 (summarized in Figure 2.6 D). 
 While analyzing the images of Aim21(PP1-4)-GFP, I noticed that Aim21(PP1-4)-GFP 
patches were bigger and more diffuse in bbc1Δ cells, compared to the ones in WT cells, and a 
similar phenotype could be observed with Aim21-GFP in bbc1Δ abp1Δ cells (Figure 2.6 C). This 
prompted me to check if actin patch sub-localization of Aim21 in sla2Δ cells is changed by bbc1Δ. 
I found that Aim21-mNeonGreen localized throughout the entire length of elongated actin tails in 
bbc1Δ sla2Δ, in contrast to its tight cortical localization in sla2Δ (Figure 2.5 and Figure 2.7, upper 
left panel). Thus, interaction of Aim21(PP1-2) with Bbc1, which itself is tightly associated with 
the cortex (Figure 2.7, upper right panel) restricts Aim21 to the cortex. Because Bbc1 has an 
inhibitory function on actin assembly in patches through Las17, this phenotype could be due to the 
changed actin dynamics in bbc1Δ cells (Kaksonen et al., 2005; Rodal et al., 2003). To exclude this 
possibility, I examined the localization of Aim21(PP3-4+CT) in BBC1 sla2∆ cells. Loss of PP1-2 
released Aim21 from the cortex, and it was now found in the recently assembled two-thirds of the 
tail (Figure 2.7, lower left panel), very similar to the localization of capping protein Cap1 (Figure 
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Figure 2.7. Aim21 is localized to the membrane-proximal region through the 
interaction between Aim21(PP1-2) and Bbc1. Aim21-mNeonGreen in bbc1Δ sla2Δ cells,
Bbc1-GFP in sla2Δ cells, Aim21(PP3-4+CT)-mNeonGreen in sla2Δ cells, and Cap1-GFP 
in sla2Δ cells. Abp1-mCherry as actin marker. Dotted lines outline the cells. Bar 2μm. 
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2.7, lower right panel). Thus, I concluded that Bbc1 is critical for localizing and restricting Aim21 
to the cell cortex, but interactions requiring Abp1 and Tda2 also play a role. 
 Then, I decided to measure the number of Aim21 molecules per patch, using Cse4 as a 
standard; Cse4 is a component of kinetochore and there are 79±14 molecules per kinetochore 
cluster (Lawrimore et al., 2011). I tagged both Aim21 and Cse4 with GFP in separate cells, and 
compared their fluorescence intensity to calculate the number of Aim21 per patch. I determined 
that there are, on average, around 41±4.4 (SEM) Aim21 molecules per patch throughout their 
lifespan; the actual number of Aim21 molecules at the patch would vary depending on how mature 
the patch is. 
 
Cellular function of Aim21 
Aim21 regulates both the abundance of actin in cortical patches and the level of free actin 
 After exploring how Aim21 is localized to patches, the next question I asked was what 
cellular function it performs. I went back to the actin staining images and, in addition to fewer 
actin cables, I also noticed that aim21Δ cells have bigger actin patches. I quantified the amount of 
F-actin in cortical patches by measuring the phalloidin fluorescence intensity of the patches, and I 
found it is modestly enhanced in aim21∆ cells (Figure 2.8 A). Using Abp1-mNeonGreen as a 
surrogate for quantifying cortical patch actin in living cells, patches in aim21∆ cells had 
significantly more Abp1 signal than in wild type cells, consistent with results from actin staining, 
(Figure 2.8 B, C), and the lifespan of patches increased from about 11.9s in wild type cells to 17.3s 
in aim21∆ cells (Figure 2.8 D, E). These phenotypes are reminiscent of cells lacking capping 
protein Cap1 or Cap2, in which filaments in cortical patches overgrow, resulting in a reduced level 
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Figure 2.8. Aim21 inhibits actin assembly at actin patches. (A) Quantification of actin 
patch intensity in wild type and aim21Δ cells. Actin structures were visualized by Alexa 
Fluor 568-phalloidin. Multiple planes, spanning entire cell, were taken and sum projection 
of the planes was used to calculate the amount of actin per patch. n=231 for wild type and 
n=216 for aim21Δ. p<0.001. (B) Inverted images of Abp1-mNeonGreen in WT and aim21Δ 
cells. Bar 2μm. (C) Relative intensity of Abp1-mNeonGreen patches in WT and aim21∆ 
cells. n=30 for WT and n=34 for aim21Δ. p<0.01. (D) Lifespan of Abp1-mNeonGreen in 
patches. Middle five planes were taken and only patches that stayed in these five planes for 
their lifetime were included in the calculation. The average lifespan was 11.9±0.23 (SEM) 
seconds (n=21) for WT and 17.3±0.27 (SEM) seconds (n=16) for aim21Δ. p<0.0001. (E) 
Single frame images of Abp1-mNeonGreen patches in WT and aim21Δ cells. Bar 1μm. (F) 
Latrunculin sensitivity assay of WT, aim21Δ, and cap1Δ cells. 6mm filter paper disks with 
5μl of 0.2mM latrunculin-A (lat-A) were used. (G) Growth assay of the indicated cells 
spotted on synthetic arginine-deficient media plate with 1.75mg/l of canavanine (SD-
Arg+1.75mg/l canavanine). (A, C, D) Bars indicate 95% confidence interval (CI). 
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of free actin available for assembly (Kaksonen et al., 2005; Michelot et al., 2013). I therefore 
wished to examine the level of free actin in aim21∆ cells compared with cap1∆ cells. The level of 
free actin can be indirectly assessed by testing the sensitivity of cells to growth inhibition by 
latrunculin: a low level of free actin renders the cells very sensitive to the drug. When a filter paper 
disk containing 5μl of 0.2mM latrunculin-A was placed on a thin lawn of either wild type, aim21∆, 
or cap1∆ cells, the halo-shaped zone of growth inhibition of aim21∆ cells was larger than wild 
type cells, but smaller than cap1∆ cells, suggesting that loss of Aim21 reduces the pool of actin 
available for assembly (Figure 2.8 F). These results were consistent with the results of Hoepfner 
et al. (2014) where gene deletion strains were tested for their sensitivities to different chemicals in 
a high throughput screen. Combined with the reduction in cables seen in aim21∆ cells, these results 
imply that Aim21 negatively regulates actin assembly at patches, and influences the balance of 
actin between patches and cables at least in part by regulating the level of free actin for assembly. 
 To further test this hypothesis that Aim21 negatively regulates actin assembly at patches, 
I decided to check the genetic interactions of AIM21. If the hypothesis is correct, aim21Δ should 
rescue mutants that are defective in actin assembly activation at patches, but have synthetic growth 
defects with the mutants that are defective in actin assembly inhibition at patches. Indeed, aim21Δ 
rescued the growth defect of cells lacking verproline Vrp1, a major NPF at actin patches, but 
showed synthetic growth defect and more abnormal actin morphology with the deletion of SLA1, 
an actin assembly inhibitor (Donnelly et al., 1993; Geli et al., 2000; Lechler et al., 2001; Rodal et 
al., 2003; Sun et al., 2006) (Figure 2.9). 
 
44
Wild Type aim21Δ
sla1Δ aim21Δ sla1Δ
Wild Type
aim21Δ
vrp1Δ
aim21Δ vrp1Δ
Wild Type
aim21Δ
sla1Δ
aim21Δ sla1Δ
A C
B
Figure 2.9. aim21Δ rescues the growth defect of vrp1Δ cells, but makes sla1Δ cells grow 
slower. (A, B) Cells with the indicated genotypes were grown to OD600=0.2, subjected to 
1:10 dilutions on YPD plates, and incubated at 20°C (for vrp1Δ aim21Δ), or 35°C (for sla1Δ
aim21Δ) for 1-2 days. (C) Actin structures as visualized by Alexa Fluor 568-phalloidin.
aim21Δ sla1Δ cells showing more abnormal actin structures than aim21Δ and sla1Δ cells.
Bar 2μm. 
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Aim21 is necessary for efficient endocytosis 
 Aim21 has been recovered in two high-throughput functional screens. In the first screen, 
from which it derives its name (Altered Inheritance of Mitochondria 21), aim21Δ cells showed a 
defect in mitochondrial inheritance, presumably because mitochondrial inheritance requires active 
transport along actin cables (Hess et al., 2009). In the second screen, aim21Δ cells showed a defect 
in endocytosis of Snc1 (Burston et al., 2009). To verify this endocytic defect, I carried out a simple 
test of endocytosis is to test cells for their sensitivity to a toxic arginine analogue, canavanine. In 
the presence of arginine, wild type cells down-regulate the arginine transporter, Can1, from the 
plasma membrane by endocytosis. Cells compromised for endocytosis cannot do this efficiently 
and consequently retain more transporter in the plasma membrane, which render the cells more 
sensitive to growth inhibition by canavanine. Consistent with earlier results, I found that aim21∆ 
cells were indeed more sensitive to canavanine, reflecting a partial defect in endocytosis (Figure 
2.8 G). Thus, the altered distribution of actin towards cortical patches influences their function, 
namely endocytosis. 
 
Two possible mechanisms for the inhibition of actin assembly by Aim21 
 Although it became clear that Aim21 negatively inhibits actin assembly at patches, how 
Aim21 does so was not clear. I came up with two possible molecular mechanisms that are not 
mutually exclusive: (1) Aim21 inhibits the Arp2/3 complex or its NPFs. e.g. like Sla1 or Bbc1, or 
(2) Aim21 inhibits elongation of actin filaments. e.g. like Cap1/Cap2 or Abp1/Aim3 (Michelot et 
al., 2013; Rodal et al., 2003). Interestingly, the results from synthetic genetic array analysis showed 
that aim21Δ cells have the most similar genetic interaction patterns to those of bbc1Δ, cap1Δ, and 
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cap2Δ, consistent with both hypotheses (Costanzo et al., 2010; Costanzo et al., 2016; Usaj et al., 
2017; van Leeuwen et al., 2016). 
 
Physical interactions of Aim21 
The C-terminal region of Aim21 is required for its function and this region interacts with Tda2 
 In order to determine which hypothesis is correct, I decided to investigate which part of 
Aim21 is needed for its function and what proteins that part interacts with. Since loss of Aim21 
restores the growth of tpm1∆ cells, this rescue of growth inhibition provided an assay for Aim21 
function. While AIM21 or AIM21-GFP cells in combination with tpm1∆ grew poorly, tpm1∆ 
AIM21(PP1-4)-GFP cells grew well, indicating that the C-terminal domain of Aim21, which I 
speculated to interact with Tda2 from the in vivo localization study of Aim21, is necessary for 
function (Figure 2.6 C, D and Figure 2.10 A). Now with this information about Aim21(CT), I 
wanted to verify if Aim21(CT) directly interacts with Tda2 and indeed, in vitro data with 
recombinant proteins showed that 6His-SUMO-Tda2 co-precipitates with full-length Aim21 and 
Aim21(CT), but not Aim21(PP1-4) (Figure 2.10 B). Thus, Tda2 binds directly to the C-terminal 
domain of Aim21. Consistent with this data, Tda2 localized to cortical patches in wild type cells, 
but was delocalized in cells expressing chromosomal Aim21(PP1-4), and re-localized in aim21∆ 
cells in which the CT domain of Aim21 is fused to the cortical patch protein Bbc1 (Figure 2.10 C 
and Figure 2.11). Thus, the interaction between Aim21(CT) and Tda2 not only contributes to the 
localization of Aim21 to patches (Figure 2.6 C, D), but also recruits Tda2 to patches. Because 
Aim21 and Tda2 are present in similar number of molecules per cell, this interaction suggested 
that Aim21 and Tda2 exist as a complex in vivo (Farrell et al., 2017; Kulak et al., 2014). 
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Figure 2.10. The C-terminal region (CT) of Aim21 is important for its cellular function 
and Aim21 interacts with Tda2, Cap1, and Cap2 through this region. (A) Serial dilution 
assay showing that AIM21(PP1-4)-GFP does not inhibit the growth of tpm1Δ cells as much
as AIM21. YPD plate incubated at 30°C for 1 day. (B) Pull-down assay of Aim21, 
Aim21(PP1-4), or Aim21(CT), by 6His-SUMO-Tda2 using Ni-NTA resin. Red arrow
indicates Aim21(CT) and blue arrow indicates 6His-SUMO-Tda2. Aim21 forms a complex
with Tda2 through Aim21(CT). (C) Localization of Tda2-GFP in WT, aim21Δ, and aim21Δ
BBC1-AIM21(CT). Bar 2μm. (D) Serial dilution assay that shows tda2Δ partially rescues the
growth defect of tpm1Δ cells. YPD plate incubated at 35.5°C for 1 day. (E) Latrunculin 
sensitivity assay of tda2Δ cells. 6mm filter paper disks with 5μl of 0.2mM lat-A were used.
Images of wild type and aim21∆ from Fig. 3F are shown for comparison. (F) Pull-down
assay of Aim21 or Aim21(CT), Tda2, Cap1, and 6His-SUMO-Cap2, using Ni-NTA resin. 
Cap1/Cap2 forms a complex with Aim21/Tda2 or Aim21(CT)/Tda2. (G) Pull-down assay 
of Aim21, Cap1, and 6His-SUMO-Cap2; Tda2, Cap1, and 6His-SUMO-Cap2, using Ni-
NTA resin. Cap1/Cap2 can only interact with Aim21 or Tda2 when both are present. (H) 
Inverted images of Cap1-GFP in WT, aim21Δ, and tda2Δ cells. Bar 2μm. (I) Brightness of 
Cap1-GFP patches in WT, aim21Δ, and tda2Δ cells. n=77 for WT, n=91 for aim21Δ, and
n=91 for tda2Δ. No statistically significant difference among them (p>0.4). Bars indicate
95% confidence interval (CI). n.s., not significant. (B, F, G) Note: Aim21, Aim21(PP1-4),
and Aim21(CT) all run higher than their calculated molecular weights (74.7kDa, 57.6kDa,
and 21.7kDa, respectively). 
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Tda2-GFP Aim21-mCherry Merge
Figure 2.11. Tda2 colocalizes with Aim21. Tda2-GFP colocalizes with Aim21-mCherry in 
cortical patches. Bar 2μm. 
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 As Aim21(CT) is important for the function of Aim21 and this region recruits Tda2, I 
explored if Tda2 contributes to Aim21 function. Indeed, tda2∆ could partially rescue the growth 
defect imposed by tpm1∆ (Figure 2.10 D) and also reduced the level of free actin in cells as assayed 
by the latrunculin sensitivity assay (Figure 2.10 E). Neither the rescue of tpm1∆ nor the increase 
in latrunculin sensitivity by tda2∆ is as significant as seen for aim21∆, indicating that Aim21 has 
additional functions to recruiting Tda2. 
 
Aim21, Tda2, Cap1, and Cap2 form a complex 
 In addition to binding to Tda2, high-throughput screens suggest that Aim21 might interact 
with the F-actin barbed end capping protein Cap1 and Cap2, which form an obligate heterodimer 
(Gavin et al., 2006). To explore these relationships, I used in vitro pull-down assays to explore 
possible interactions. 
 When resin-bound 6His-SUMO-Cap2 was incubated with Cap1, Aim21, and Tda2, all four 
proteins were recovered, indicating that Cap1/Cap2 binds to Aim21, Tda2, or the Aim21/Tda2 
complex (Figure 2.10 F, left panel). In a similar experiment, but employing Aim21(CT) in place 
of full-length Aim21, a complex of Cap1/Cap2/Tda2/Aim21(CT) formed (Figure 2.10 F, right 
panel). The complex only formed when all components were present – without Aim21 or Tda2, 
the complex failed to form (Figure 2.10 G). This interaction was consistent with what I found with 
Aim21(PP3-4+CT)-GFP in sla2Δ cells, where Aim21(PP3-4+CT) localized to the newer two 
thirds of the extended actin tails. 
 I next explored if loss of Aim21 or Tda2 had an effect on the localization of Cap1/Cap2. 
Although actin cortical patches are larger and more persistent in aim21∆ cells (Figure 2.8 A, C, 
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D), Cap1-GFP remained localized to cortical patches and the amount of Cap1-GFP per patch in 
aim21∆ or tda2∆ cells did not differ significantly from that of wild type cells, which was at odds 
with what Farrell et al. (2017) found (Figure 2.10 I, H). Thus, Aim21 and Tda2 are not necessary 
to recruit Cap1/Cap2 to patches, and the effect Aim21/Tda2 has on patches seems to be largely 
independent of Cap1/Cap2 recruitment.  
 
Molecular mechanism of actin assembly inhibition by Aim21 
Aim21/Tda2 functions to reduce barbed end actin assembly 
 The fact that Aim21/Tda2 formed a complex with Cap1/Cap2 strongly suggested that 
Aim21/Tda2 inhibits actin assembly by inhibiting the elongation of filaments, possibly as a 
positive cofactor for Cap1/Cap2, rather than by inhibiting the Arp2/3 complex or its NFPs. 
 To explore the potential capping activities of these proteins, I decided to perform in vitro 
actin assembly assays using pyrene-actin; sheared filaments served as actin nuclei, with a level of 
free actin so that most of elongation should occur at the barbed end of the growing filament. In 
this assay, assembly was dependent on the addition of the sheared filaments, with inclusion of 
200nM Cap1/Cap2 significantly inhibiting assembly (Figure 2.12 A). When I tested 200nM 
Aim21/Tda2, surprisingly, it too reduced actin assembly, but not as efficiently as Cap1/Cap2 
(Figure 2.12 B). Tda2 alone had no effect on actin assembly, whereas Aim21 alone had some 
activity, but less than the Aim21/Tda2 complex (Figure 2.12 B). These results meant that Aim21 
can inhibit actin assembly, independently of Cap1/Cap2, and Tda2 enhances this inhibition. This 
explained why actin patches are bigger and the level of free actin in aim21∆ cells, or tda2∆ cells, 
is lower than in wild type cells. 
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Figure 2.12. Aim21/Tda2 reduces assembly at the barbed end of actin filaments. (A)
Pyrene actin assembly assays with 200nM Cap1/Cap2. Cap1/Cap2 caps barbed ends of F-
actin seeds and significantly slows down the rate of actin assembly. (B) Pyrene actin 
assembly assays with 200nM Aim21, or 200nM 6His-SUMO-Tda2, or 200nM Aim21/6His-
SUMO-Tda2. Aim21/6His-SUMO-Tda2 also slows down the rate of actin assembly. (C) 
Pyrene actin assembly assays with both Cap1/Cap2 and Aim21/Tda2. Assembly was
initiated in the presence of 200nM Cap1/Cap2 and 120 seconds later either buffer or 400nM 
Aim21/6His-SUMO-Tda2 added. (D) Inverted images of actin structures in cap1Δ and
aim21Δ cap1Δ cells, visualized by Alexa Fluor 568-phalloidin. Maximum projection of the 
entire cell. Dotted lines outline the cells. Bar 2μm. (E) Serial dilution assay that shows 
aim21Δ and cap1Δ have synthetic growth defect. YPD plate incubated at 37°C for 31 hours. 
(A, B) Representative curves are shown, typical of >3 independent experiments. (A, B, C)
Control w/o seeds contains G-actin and 10x F-actin buffer. Control contains G-actin, 10x F-
actin buffer, and F-actin seeds. All additions were made at t=0 and the assembly reaction 
was initiated by the addition of 10x F-actin buffer. 
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 Because Aim21/Tda2 might still modulate the capping activity by Cap1/Cap2 in addition 
to being an actin assembly inhibitor on its own, I decided to perform more assembly assays to test 
this possibility. Assembly assays were set up with 200nM Cap1/Cap2, and then 400nM 
Aim21/Tda2 was subsequently added. After the addition of Aim21/Tda2, actin assembly increased, 
showing that Aim21/Tda2 reduced the ability of Cap1/Cap2 to inhibit assembly at the barbed ends 
of actin filaments (Figure 2.12 C). Thus, Aim21/Tda2 has the properties of a barbed end capping 
protein that can function independently of Cap1/Cap2, and may modulate the activity of, or 
compete with, Cap1/Cap2. 
 If Cap1/Cap2 and Aim21/Tda2 work at least partially independently to reduce barbed end 
assembly, the effect of aim21∆ and cap1∆ should have an additive effect on actin structures in 
vivo. Indeed, aim21∆ cap1∆ cells show more abnormal actin structures than either aim21∆ or 
cap1∆ alone (Figure 2.12 D), and at 37°C, aim21∆ cap1∆ cells grow more slowly than either 
aim21∆ or cap1∆ alone (Figure 2.12 E). Thus, Cap1/Cap2 and Aim21/Tda2 function, at least in 
part, independently. 
 
aim21∆ favors actin cable assembly by Bnr1 over Bni1 to suppress the growth defect 
imposed by tpm1∆ 
aim21Δ rescues the growth defect of tpm1Δ cells by lowering the level of free actin 
 By using cell biological and biochemical methods, I could show that Aim21 functions to 
reduce assembly at the growing ends of actin filaments within patches to elevate the level of free 
actin available for assembly. However, it was still unclear how aim21Δ, which reduces the number 
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of cables on its own, probably by funneling more actin into patches, rescues the growth defect of 
tpm1Δ cells. 
Because Aim21 is an actin patch protein and tpm1Δ cells have defects in cables, I 
speculated that the genetic interaction between aim21Δ and tpm1Δ is likely to mediated by the free 
actin pool, which is reduced in aim21Δ cells. I hypothesized that aim21∆ suppresses the growth 
defect of tpm1∆ cells by lowering the level of available actin, and tested if loss of other proteins 
that regulate free actin levels could also suppress tpm1∆. Indeed, loss of capping protein Cap1, 
which reduces free actin levels (Figure 2.8 F), also partially suppressed the growth defect of tpm1∆ 
cells (Figure 2.13 A). This suggests that lowering the level of free actin is a general mechanism 
for suppressing the growth defect of tpm1∆ cells. If correct, tpm1∆ cells should grow better in a 
low level of latrunculin. Indeed, in a latrunculin sensitivity assay, tpm1∆ cells displayed a double 
halo; a region adjacent to the filter paper disk that inhibited growth by the high latrunculin level, 
surrounded by a region of better growth where the latrunculin level is reduced, with reduced 
growth on the periphery with too low latrunculin levels (Figure 2.13 B). Thus, aim21∆ restores 
growth to tpm1∆ cells by reducing the level of free actin for assembly. 
 
Lower free actin level reduces actin assembly by Bni1 to suppress the growth defect of tpm1∆ 
cells 
In yeast, tropomyosin is an essential protein as it is required to stabilize actin cables (Liu 
and Bretscher, 1989a; Liu and Bretscher, 1989b; Pruyne et al., 1998). Yeast has two tropomyosin 
isoforms: a major one, Tpm1 and, a minor one, Tpm2, that is present at about one sixth the level 
of Tpm1 (Drees et al., 1995). Thus, in tpm1∆ cells, survival is dependent on the low level of Tpm2. 
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Figure 2.13. Decreasing the number of actin cables being initiated rescues the growth 
defect of tpm1Δ cells. (A) Serial dilution assay that shows cap1Δ partially rescues the 
growth defect of tpm1Δ cells. YPD plate incubated at 30°C for 1 day. (B) Latrunculin
sensitivity assay on tpm1Δ cells. 6mm filter paper disks with 5μl of 2mM lat-B were used. 
The image on the right is the same as the one on the left, but with dotted lines added to 
outline two halos. (legend continued on next page) 
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(C) Serial dilution assay that shows bni1Δ rescues the growth defect of tpm1Δ cells. YPD 
plate incubated at 35.5°C for 1 day. (D) Inverted image of actin structures in bni1Δ tpm1Δ
cells, visualized by Alexa Fluor 568-phalloidin. Maximum projection of the entire cell.
Dotted lines outline the cells. Red arrows indicate actin cables. (E) Quantification of actin 
cables in wild type, tpm1Δ, aim21Δ tpm1Δ, and bni1Δ tpm1Δ cells. Only cells with small-
or medium-sized buds were included in the analysis. Abundant is defined as more than 8 
actin cables from the bud neck or bud tip. Few is defined as 1-8 actin cables from the bud 
neck or bud tip. None is defined as no detectable actin cables. n=85 for WT, n=189 for tpm1Δ
n=125 for aim21Δ tpm1Δ, and n=194 for bni1Δ tpm1Δ. ****, p<0.0001. n.s., not significant. 
(F) Model: aim21Δ rescues the growth defect of tpm1Δ cells by increasing the amount of 
actin in actin patches, thereby reducing G-actin availability in the cytoplasm, and favoring 
the generation of fewer, but longer and stabilized actin cables nucleated by Bnr1. Supporting
this model, bni1∆ also restores growth and cables to tpm1∆ cells. 
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Actin cables are nucleated and elongated by the two formin isoforms, Bni1 in the bud and Bnr1 at 
the bud neck. In tpm1∆ cells, both formin isoforms are active and generate actin cables, but they 
are very unstable due to the limiting supply of Tpm2, and as a result, tpm1Δ cells grow poorly (Liu 
and Bretscher, 1992; Liu and Bretscher, 1989a). Since polarized actin cables are essential for 
growth and aim21Δ tpm1Δ cells grew better than tpm1Δ cells, I wanted to know if aim21Δ tpm1Δ 
cells have better cables than tpm1Δ cells (Pruyne et al., 1998). After quantifying the percentage of 
WT cells, tpm1∆ cells, and aim21∆ tpm1∆ cells that have cables from phalloidin staining images, 
I found that indeed more aim21Δ tpm1Δ cells have cables than tpm1Δ cells (Figure 2.13 E). While 
examining cable structures in those strains, I noticed that in aim21∆ tpm1∆ cells, the majority of 
cables emerged from the bud neck, the location of Bnr1. It has been found, at least in vitro, that 
the FH1-FH2-COOH region of Bnr1 is a much more potent nucleator than the equivalent region 
of Bni1 (Moseley and Goode, 2005). This immediately suggests a mechanism for suppression: 
whereas in tpm1∆ cells short ineffective cables are assembled by both Bni1 and Bnr1 (Figure 2.13 
F, second panel), in aim21∆ tpm1∆ cells where the level of free actin is low, Bni1 becomes less 
active and cables are preferentially assembled from the bud neck by Bnr1. This partially restores 
the balance between the number of tropomyosin molecules and the number of cables generated: 
more tropomyosin molecules per each actin cable. This allows the limiting Tpm2 to generate 
longer cables, which in turn permits more effective transport of secretory vesicles for polarized 
growth (Figure 2.13 F, fourth panel). If this hypothesis is correct, it should also be possible to 
suppress the growth defect of tpm1∆ cells by directing all cable assembly to Bnr1 by deleting BNI1 
(Figure 2.13 F, fifth panel). Indeed, bni1∆ tpm1∆ cells grow better than tpm1∆ cells, and actin 
cables are restored, like in aim21Δ tpm1Δ (Figure 2.13 C, D, E). Two things worth noting with 
this this rescue are (1) that cables in aim21Δ tpm1Δ cells and bni1Δ tpm1Δ cells were longer than 
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the ones in tpm1Δ cells, and (2) that in tpm1Δ cells, but not in aim21Δ tpm1Δ or bni1Δ tpm1Δ 
cells, there were some cables that were not attached to bud tip or bud neck, suggesting that actin 
cables in aim21Δ tpm1Δ and bni1Δ tpm1Δ cells are oriented better than the ones in tpm1Δ cells. 
These explain the disproportionately dramatic growth rescue, compared to the more modest rescue 
of cables. 
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CHAPTER 3. DISCUSSION AND FUTURE DIRECTIONS 
Rich-medium sensitivity of tpm1Δ cells 
This study originated from the question of how aim21Δ rescues the growth defect of tpm1Δ. 
One of the hardships that I encountered during the process of answering this question was the 
inconsistent growth of tpm1Δ strains and the contradictory results about it from the previous 
literature. After analyzing their growth on different media, I found that tpm1Δ cells have rich-
medium sensitivity and by growing on synthetic media, I could suppress the generation of 
spontaneous mutations in tpm1Δ cells to obtain consistent results and verify the original phenotype 
I started with–aim21Δ rescues the growth defect of tpm1Δ cells. 
Although it was not the main topic of this study, this rich-medium sensitivity of tpm1Δ 
cells is an intriguing phenomenon, especially given that tpm1Δ cells not only grew slowly on YPD 
plates, but also displayed differently sized colonies when streaked on YPD plates. Because the rate 
of bigger colonies on YPD plates was too high and the bigger colonies resulted in different sized 
colonies when streaked back on YPD plates, it seems that the different sized colonies of tpm1Δ 
cells cannot be explained by mutations. This suggests that tpm1Δ cells have some form of 
heterogeneity in them related to the rich-medium sensitivity, which could be something similar to 
heterogeneity for bet hedging, as described by Levy et al. (2012). Also, it is still unclear why high 
temperature worsens the growth defect of tpm1Δ on YPD plates, but rescues it when supplemented 
with 1M sorbitol. This suggests the involvement of the Hog1 pathway and Pkc1 pathway with the 
growth defect of tpm1Δ cells. However, more studies need to be done to test both hypotheses. 
Identifying the cause of the rich-medium sensitivity of tpm1Δ cells would help advance our 
understanding how nutrients affects polarized growth, as both secretion mutants (e.g. sec3 and 
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myo2 mutants) and Ras signaling mutant (e.g. srv2Δ) have been shown to display this phenotype 
(Field et al., 1990; Gerst et al., 1991; Haarer et al., 1996; Schott et al., 1999). 
 
Aim21/Tda2 as a new inhibitor for barbed end actin assembly 
Cells lacking Tpm1 are dependent on the minor tropomyosin isoform Tpm2 to stabilize 
actin cables, giving rise to few detectable cables and consequent slow growth (Liu and Bretscher, 
1989a). Cells lacking Aim21 grow well, although they have a reduced number of cables. This 
study originated from the paradox that aim21∆ tpm1∆ cells grow better and have more cables than 
tpm1∆ cells. Three lines of investigation initially pointed to a role for Aim21 in restricting actin 
assembly in cortical patches. First, Aim21 localized to cortical patches and loss of Aim21 
enhanced the amount of actin in patches. Second, aim21∆ cells, like cap1∆ cells, were more 
sensitive to the monomer-sequestering drug latrunculin, indicating a low level of free actin 
available for assembly. Third, aim21Δ rescues the growth defect caused by loss of actin assembly 
activator Vrp1, but worsens the actin morphological defect and the slow growth of sla1Δ cells, 
which lack proper inhibition of actin assembly (Donnelly et al., 1993; Geli et al., 2000; Lechler et 
al., 2001; Rodal et al., 2003; Sun et al., 2006). 
I could corroborate this hypothesis, derived from in vivo data, by performing in vitro pull-
down and actin assembly assays with purified recombinant proteins. A series of pull-down 
experiments revealed that (1) Aim21 physically interacts with Tda2 through its C-terminal region 
and (2) the Aim21/Tda2 complex can bind to Cap1/Cap2, through an interaction requiring 
Aim21(CT) and Tda2. The actin assembly assays showed that (1) Aim21 itself could reduce actin 
assembly at barbed ends of filaments, whereas Tda2 cannot, (2) the Aim21/Tda2 complex is a 
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better inhibitor than Aim21 alone, but still less potent than Cap1/Cap2, and (3) addition of 
Aim21/Tda2 decreased the actin assembly inhibition by Cap1/Cap2. Along with the synthetic 
growth defect and exacerbated actin morphological abnormality of aim21Δ cap1Δ cells, this 
suggests that Aim21/Tda2 is not only an inhibitor in its own right, but also a regulator of 
Cap1/Cap2. The formation of an Aim21/Tda2/Cap1/Cap2 complex is surprising given the different 
localizations of Aim21/Tda2 and Cap1/Cap2. I will return to this issue in The potential role of 
interaction between Aim21/Tda2 and Cap1/Cap2. 
 
Localization of Aim21 and its implications 
By analyzing the localization and functionality of Aim21 truncations in vivo, I was able to 
identify the mechanism for cortical patch localization of Aim21, as well as the region required for 
its function. This revealed that Bbc1 binding to the N-terminal polyproline regions (PP1-2) of 
Aim21 is a major determinant in the localization of Aim21. Consistent with this, I showed that 
both Aim21 and Bbc1 are tightly associated with the membrane-proximal region of the actin tails 
in sla2∆ cells, and Aim21 is redistributed throughout the tail when BBC1 is deleted. Further, I also 
identified another region contributing to the localization Aim21 and its interaction partner; the 
third and fourth polyproline region (PP3-4) of Aim21 interacts with Abp1. By testing the ability 
of AIM21 truncations to rescue the growth defect of tpm1Δ cells, I identified C-terminal region, 
Aim21(CT), as necessary for its function and localization of Tda2 to cortical patches. Although 
Tda2 contributed to the localization of Aim21, especially in bbc1Δ abp1Δ, it is unlikely Tda2 
recruits Aim21 to patches, given Tda2 does not localize to patches without Aim21. How Tda2 
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contributes to the localization and the function of Aim21 will be discussed later in The potential 
role of Tda2 in the Aim21/Tda2 complex. 
 The membrane-proximal localization of Aim21 is very distinct from other actin assembly 
inhibitors. F-actin in cortical patches is nucleated by the Arp2/3 complex, leaving barbed ends 
available for assembly. In order to prevent excessive assembly and depletion of the free actin pool, 
cells need to regulate the elongation of filaments on barbed ends, and there were two sets of 
proteins known to be involved in this process (Michelot et al., 2013; Nadkarni and Brieher, 2014). 
The first and major factor identified was capping protein Cap1/Cap2, which form an obligate 
heterodimer. Cap/Cap2 has high affinity for barbed ends and prevents further addition of actin 
monomers to the barbed ends. Second, Aim3 functions with Abp1 to inhibit actin assembly at 
barbed ends (Michelot et al., 2013). Here, I add Aim21/Tda2 as a third inhibitor for actin assembly. 
Interestingly, in sla2∆ cells where membrane invagination is uncoupled from actin assembly, all 
three barbed end actin elongation inhibitors show very different and distinct localizations: 
membrane-proximal region for Aim21/Tda2 with Bbc1, two thirds of the recently assembled actin 
tail for Cap1/Cap2, and the entire length of the actin tail for Abp1/Aim3. At least for Aim21, this 
distinct localization is necessary for full functionality; AIM21(PP3-4+CT) is only partially 
functional as it partially restores the growth defect to aim21∆ tpm1Δ cells (Figure 2.7 and Figure 
3.1). This suggests that the distinct localizations of three inhibitors have functional consequences, 
which will be discussed more in The physiological significance of three inhibitors. Aim21 is 
conserved in yeast, including Schizosaccharomyces pombe, though not clearly present in other 
eukaryotes. However, the fact that Aim21/Tda2, Cap1/Cap2, and Abp1/Aim3 all have different 
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Figure 3.1. All three barbed end actin assembly inhibitors have distinct sub-
localizations and the sub-localization of Aim21 is important for it function. (A) 
Simplified schematic diagram showing distinct sub-localizations of Aim21/Tda2, 
Cap1/Cap2, and Abp1/Aim3 in sla2Δ cells. (B) Serial dilution assay that shows AIM21(PP3-
4+CT) partially rescues the growth defect of tpm1Δ cells. YPD plate incubated at 30°C for 
1 day. 
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localizations raises a possibility that other organisms may also have additional barbed end 
assembly inhibitors with specific localizations and functions. 
 
Understanding the molecular mechanism of barbed end assembly by Aim21/Tda2 
Although I could draw a conclusion that Aim21/Tda2 is a barbed end assembly inhibitor, 
the molecular mechanism by which Aim21/Tda2 inhibits actin assembly is yet to be discovered. 
There are two hypotheses: (1) Aim21/Tda2 directly binds to and caps barbed ends and (2) 
Aim21/Tda2 binds to the sides of filaments and induces a conformational change to inhibit 
addition of monomers by allosteric effects. To determine which hypothesis is correct, I would 
propose two experiments: (1) electron microscopy of Aim21/Tda2 with actin filaments to 
determine whether Aim21/Tda2 localizes to barbed ends or to the sides of filaments, as was done 
for Aip1 by Okada et al. (2002), and (2) disrupting the interaction between Aim21/Tda2 and 
Cap1/Cap2, and checking if this causes aim21Δ like phenotypes in vivo and if Aim21/Tda2 can 
still decrease the capping activity by Cap1/Cap2. The rationale for this experiment will be 
discussed in detail in The potential role of interaction between Aim21/Tda2 and Cap1/Cap2. 
 
The potential role of Tda2 in the Aim21/Tda2 complex 
I showed that Tda2 performs three functions regarding Aim21: (1) improving the 
localization of Aim21 to patches, (2) increasing the inhibition of barbed end actin assembly by 
Aim21, and (3) bridging the interaction between Aim21 and Cap1/Cap2 complex. While 
mechanisms remain unclear, the recent results from Farrell et al. (2017) can give some insights. 
Farrell et al. (2017) presented convincing evidence that Tda2 dimerizes in vivo and in vitro, which 
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suggests that Tda2 can dimerize Aim21 as well. The finding that a small amount of Aim21 still 
localized to cortical patches in bbc1∆ abp1∆ cells and this is abolished by the additional deletion 
of TDA2, may reflect the possibility that Tda2 dimerizes Aim21 to enhance otherwise weak 
interactions of the Aim21 monomer. It is worth noting that it is unlikely that Tda2 directly recruits 
Aim21 to patches, given that Tda2 needs Aim21 for its patch localization, even though it was first 
found to contribute to the patch localization of Aim21. Dimerization can also explain the increased 
inhibition of actin assembly by Aim21 when Tda2 was present; Tda2 dimerizes Aim21 to increase 
its affinity for the sides or barbed ends of actin filaments. While the same speculation can be made 
for the function of Tda2 to mediate the interaction between Aim21 and Cap1/Cap2, the lack of 
physical interaction between Aim21 and Cap1/Cap2 makes it unlikely that Tda2 dimerizes Aim21 
to increase its affinity for Cap1/Cap2, but rather suggested that Tda2 is directly involved in this 
interaction. However, I later found that Aim21, but not Tda2, can actually interact with Cap1/Cap2 
without Tda2, when their concentrations are exceedingly high. Although the interaction between 
Aim21 alone and Cap1/Cap2 might not happen in vivo, as the concentrations used are too high to 
be physiological, it certainly favors the dimerization model over direct involvement model (Figure 
3.2). 
 
The potential role of interaction between Aim21/Tda2 and Cap1/Cap2 
The fact that Aim21/Tda2 and Cap1/Cap2 form a complex was intriguing, because of their 
distinct sub-localizations in sla2Δ: Aim21/Tda2 is localized to the membrane-proximal region by 
Bbc1 and Abp1, but Cap1/Cap2 localizes to the newer two thirds of the extended actin tails. It is 
still uncertain what role this interaction plays. Farrell et al. (2017) suggested that Aim21/Tda2 
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Figure 3.2. At high concentration, Aim21 interacts with Cap1/Cap2 without Tda2. Pull-
down assay of Aim21, Cap1, and 6His-SUMO-Cap2, using Ni-NTA resin. Aim21, Cap1,
and 6His-SUMO-Cap2 were more than five times more concentrated than in Figure 3.10. 
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recruits Cap1/Cap2 to actin patches through this interaction. However, I did not see any difference 
in the recruitment of Cap1/Cap2 to actin patches in the absence of Aim21. Also, given the 
nanomolar affinity of Cap1/Cap2 for barbed ends, it is unlikely that it needs help for its recruitment 
to patches (Kim et al., 2004). 
It has been shown that Cap1/Cap2 homologues in humans can be negatively regulated by 
proteins with a capping protein interaction (CPI) motif or CARMIL-specific interaction (CSI) 
motif (Edwards et al., 2015; Edwards et al., 2014; Stark et al., 2017; Uruno et al., 2006; Yang et 
al., 2005). Although neither Aim21 nor Tda2 seems to have CPI or CSI motif, Farrell et al. (2017) 
showed that the mutations on Cap2 that have been shown to destroy CPI-motif-mediated 
interaction in Cap1/Cap2 human homologues also remove the interaction between Aim21/Tda2 
and Cap1/Cap2 (Edwards et al., 2015). Thus, the interaction between Aim21/Tda2 and Cap1/Cap2 
is likely to be analogous to CPI-motif-mediated interactions observed in other organisms. This 
likely explains its ability to negatively regulate the capping activity of Cap1/Cap2, which was 
shown as an increase in actin assembly when Aim21/Tda2 is added to actin assembly assay with 
Cap1/Cap2 (Figure 2.12). 
As described in Understanding the molecular mechanism of barbed end assembly by 
Aim21/Tda2, I proposed two possible molecular mechanism for actin assembly inhibition by 
Aim21/Tda2: Aim21/Tda2 as a capping complex and Aim21/Tda2 as an allosteric inhibitor. While 
both models have their own merits, the fact that Cap1/Cap2 has high affinity for barbed ends 
suggests that, if it is a capping complex, Aim21/Tda2 would need an extra mechanism in vivo to 
bind to barbed ends in the presence of Cap1/Cap2, and the interaction between Aim21/Tda2 and 
Cap1/Cap2 is a likely candidate as discussed above. If Aim21/Tda2 is indeed a capping complex 
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and the interaction between Aim21/Tda2 and Cap1/Cap2 is to allow Aim21/Tda2 to compete with 
Cap1/Cap2 for barbed ends, cells with the CAP2 mutations that disrupt the interaction should 
display aim21Δ-like phenotypes, as Aim21/Tda2 cannot compete as effectively. Also, using this 
cap2 mutant instead of wild type Cap2 in actin assembly assays should prevent Aim21/Tda2 from 
decreasing the capping activity of Cap1/Cap2. It is worth noting that the close localization of 
Aim21/Tda2 to the plasma membrane in vivo suggests that it can specifically reduce the activity 
of Cap1/Cap2 near the PM, perhaps in conjunction with the known inhibition of Cap1/Cap2 by the 
plasma membrane regulatory lipid PI(4,5)P2 (Amatruda and Cooper, 1992). 
 
Regulation of Aim21 
Aim21 has been reported to be phosphorylated on many sites, possibly by casein kinase 
Hrr25 (Albuquerque et al., 2008; Peng et al., 2015). The role of this phosphorylation will be an 
interesting topic to follow up. Many endocytic proteins are known to be phosphorylated and 
dephosphorylated during the course of endocytosis, to regulate their function and coordinate their 
recruitment and departure (Lu et al., 2016). Interestingly, a coat and adapter protein Ent1 binds to 
actin through an unconventional actin binding domain, and the actin binding ability of this domain 
is regulated by phosphorylation, suggesting that the ability of Aim21 to bind to actin filaments and 
inhibit their growth can also be regulated by phosphorylation (Skruzny et al., 2012). 
 
How aim21Δ rescues the growth defect of tpm1Δ cells 
 The finding that Aim21 negatively regulates actin assembly at patches and maintains the 
free actin pool did not initially explain how aim21Δ restores growth to tpm1∆ cells. A number of 
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subsequent observations indicated that reducing actin availability is indeed a part of the mechanism 
of the growth restoration. First, tda2∆ cells are also slightly more sensitive to latrunculin and tda2∆ 
also partially restores growth to tpm1∆ cells. Second, cap1∆ cells are very sensitive to latrunculin 
because of their low levels of free actin and cap1∆ also partially restores growth to tpm1∆ cells. 
Third, whereas a high level of latrunculin inhibits the growth of tpm1∆ cells, an intermediate level 
can enhance their ability to grow. I traced the mechanism to the potency difference between 
formins, Bni1 and Bnr1 (Moseley and Goode, 2005). The data indicated that lowering the level of 
free actin decrease the activity of Bni1 and biases cable nucleation to Bnr1, thereby allowing the 
limiting supply of Tpm2 to stabilize longer cables from the bud neck. This enhances essential 
cable-dependent processes, such as the delivery of secretory vesicles and organelle segregation. 
 
The physiological significance of three inhibitors 
 While the distinct sub-localizations of three actin barbed end elongation inhibitors, 
Aim21/Tda2, Cap1/Cap2, and Abp1/Aim3, show the complexity of actin assembly regulation at 
barbed ends, it also raises a question of what the physiological significance of having three 
different assembly inhibitors is (Figure 3.1). Although more studies need to be done to conclude 
anything decisively, the membrane-proximal localization of Aim21/Tda2 and its negative effect 
on Cap1/Cap2 suggest that the physiological role of Aim21/Tda2 in this trio is to prevent 
Cap1/Cap2 from capping newly nucleated filaments prematurely near the cortex, while providing 
some level of inhibition. Shorter actin tails in aim21Δ sla2Δ cells, compared to those in sla2Δ cells, 
showed that the rate of actin assembly can be slowed down in the absence of Aim21 (Figure 3.3). 
This can contribute to larger patches in aim21Δ cells; the coordination of actin assembly and 
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Figure 3.3. aim21Δ sla2Δ cells have shorter actin tails than sla2Δ cells. Actin structures 
as visualized by Alexa Fluor 568-phalloidin. Bar 2μm. 
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disassembly at patches might be compromised without Aim21, so it takes longer time and more 
actin assembly to reach the same level of invagination. Certainly, this is just one possibility and 
further studies need to be performed to understand and dissect the role of each inhibitor. 
 
Summary 
 Actin and its functions have been studied for several decades, yet it is only recently that 
we are beginning to understand the exact molecular mechanism of its in vivo dynamics and 
regulation, with newly found actin regulators (Pollard, 2016). In this study, I started from a 
question of how aim21Δ rescues the growth defect of tpm1Δ cells, a seemingly paradoxical 
phenomenon, and in the process of answering the question, I established Aim21, with its cofactor 
Tda2, as a new complex that reduces barbed end actin assembly and whose activity in actin cortical 
patches is necessary both for efficient endocytosis and for regulating actin distribution between 
cables and cortical patches. Also, I could elucidate how aim21∆ restores cables and growth back 
to tpm1∆ cells–by decreasing nucleating activity of Bni1 by lowering the level of free actin. In 
conclusion, this study uncovered a novel barbed end assembly inhibitor, and demonstrated the 
complex interplay among actin regulators and the surprising degree of connectedness among 
different actin structures.  
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APPENDICES 
Appendix 1. Materials and Methods 
DNA constructs 
Longtine et al. (1998) developed several pFA6a plasmids that can be used for gene deletion 
or GFP-tagging, with different markers. However, the selection was quite limited, so I decided to 
expand it by adding more selectable markers and fluorescent proteins. 
Because all BY4741 (Mat a), BY4742 (Mat α), and BY4743 (Mat a/α) strains have leu2Δ0 
and ura3Δ0 genotypes, I decided to make pFA6a constructs with LEU2 and URA3 markers. I first 
checked how LEU2 and URA3 were deleted in BY4741, BY4742, and BY4743 strains (Brachmann 
et al., 1998). After checking the region of deletion, I carefully designed primers so that LEU2 and 
URA3 that I was putting into pFA6a vector (1) do not have overlapping sequences with remnant 
sequences at leu2Δ0 or ura3Δ0 locus, to avoid nonspecific integration of the future PCR products 
into leu2Δ0 or ura3Δ0 locus, but (2) still have a functional promoter, coding region, and terminator. 
I tested the newly made pFA6a-LEU2 and pFA6a-URA3 vectors, with pFA6a-HIS3MX as a 
positive control, by deleting AIM21 as described by Longtine et al. (1998). All three 
transformations gave comparable numbers of colonies with low false positive rates. DNA 
constructs made and used in this dissertation are listed in Table 1. 
 
Yeast strains 
Yeast transformations were performed using polyethylene glycol, lithium acetate, and 
single-stranded carrier DNA, according to Gietz and Schiestl (2007). Chromosomal manipulation 
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was done using homologous recombination-based integration using PCR products, as described as  
Longtine et al. (1998), and their genotypes were confirmed by PCR for correct integration. Strains 
used in this dissertation are listed in Table 2. 
Obtaining PCR products from pFA6a constructs was often unsuccessful, probably because 
the primers are long and have high melting temperature, but the annealing temperature has to be 
set low because of the limited homology with primer binding sites on the plasmids (especially R1) 
(Longtine et al., 1998). Thus, I decided to optimize the protocol for better success and yield. The 
factors I considered in this optimization process included amount of template, annealing 
temperature, number of cycles, elongation time, and which polymerase and buffer to use. Here is 
the optimized protocol used throughout the study: (1) use 5ng of template (pFA6a plasmid) per 
50μl reaction, (2) use Phusion Hot Start polymerase and HF (high fidelity) buffer from NEB or 
Thermo Fisher Scientific, (3) employ thermocycling program of 98°C (5 min), 25 cycles of 98°C 
(30 sec), 50°C (1 min), and 72°C (1 min per kb + 30 sec), and 72°C (10 min). 
While all other genetic modifications were done according to Longtine et al. (1998), the 
same method could not be used to generate AIM21(PP3-4+CT) strains. Thus, to make them, 
chromosomal AIM21 was deleted first and then replaced by AIM21(PP3-4+CT)-GFP or 
AIM21(PP3-4+CT)-mNeonGreen. Similarly, to generate aim21Δ BBC1-AIM21(CT) strain, I first 
made a AIM21-mCherry strain and then, from its genomic DNA, amplified the AIM21(CT)-
mCherry region including the selectable marker with flanking sequences that target the C-terminus 
of BBC1 by PCR. This PCR product was transformed into aim21Δ to make aim21Δ BBC1-
AIM21(CT)-mCherry. 
74
 
 
To prevent spontaneous suppressor mutation, aim21Δ sla1Δ strain was made by selecting 
the aim21Δ sla1Δ pRS316-SLA1 cells that lost URA3 marker using 5’FOA. 
 
Microscopy and analysis 
Images were acquired using a spinning disk confocal microscope (Intelligent Imaging 
Innovations, Denver, CO). It consisted of an inverted microscope (Leica DMI6000B), a spinning 
disk confocal unit (Yokogawa CSU-X1), a fiber-optic laser light source, a 100x 1.47NA PL APO 
objective lens, and a sCMOS camera (Hamamatsu ORCA Flash 4.0v2+). SlideBook 6.0 software 
was used to operate the microscope system and analyze the images. Multiplane images were taken 
at 0.28μm steps and maximum or sum intensity projections were created with SlideBook software. 
Cells were grown at room temperature to log phase for both live cell imaging and phalloidin 
staining. All imaging was done at 26°C. Cells were immobilized on concanavalin A-coated glass 
bottom culture dishes (MatTek) and supplemented with synthetic complete media, or on 1.5% 
agarose gel beds made with synthetic complete media. Differential interference contrast (DIC) 
images were taken together with fluorescence images and used to outline the cells, when they 
cannot be clearly defined from fluorescence images alone. 
For analysis of actin patch intensity, Abp1 patch intensity, and Cap1 patch intensity, the 
background was set by selecting the same sized area inside the cell next to the patches that were 
selected for analysis. For analysis of Abp1 patch lifespan, the central 5 planes (0.28μm distance 
between planes) were taken and only the patches that disappeared in the center 3 planes were 
included for analysis, to exclude the patches that simply moved out of the capture area. 
75
 
 
For statistically analysis, Student’s t-test was used to determine p-values. 
 
Actin staining using fluorophore-conjugated phalloidin 
Visualization of F-actin in yeast cells using fluorophore-conjugated phalloidin was done 
as described by Pringle et al. (1989), with some modifications to better preserve actin cables and 
increase signals from them. The modifications I made and why they were implemented are 
following. (1) To obtain more consistent results and avoid damaging actin structures by methanol, 
I made a 20% paraformaldehyde solution in water, and used it at 4% to fix the cells. 
Paraformaldehyde solution was heated up to 60° for 5 minutes to break up polymers might have 
formed during frozen storage. (2) I found that longer fixation can lead to actin cable deterioration. 
I fixed the cells for 1-2 minutes. (3) To minimize damage to cables, I avoided strong shaking, 
including vortexing, and centrifugation of the cells. Because centrifugation is usually needed to 
change the liquid – spinning down the cells and discarding the supernatant, I had to come up with 
another way for liquid change. I developed a liquid change method that utilizes agarose gel beds 
and their absorption of liquid. I made a 1.5% agarose gel bed with 1xPBS, placed the fixed cells 
on it, let the gel absorb the fixing solution, then added the staining solution, and waited for it to be 
absorbed by the gel bed, and put a coverslip over the gel bed for imaging. (4) With shortened 
fixation and less perturbation of the cells, I noticed that the plasma membrane of the fixed cells 
stayed more intact and did not allow phalloidin molecules to permeate through. To solve this, I 
added 0.2% triton to the staining solution to increase permeability of the membrane during the 
staining process. Also, by permeating the membrane and staining the actin structures at the same 
time, phalloidin could stabilize the cables immediately, so I could prevent the potential degradation 
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of cables by the detergent. (5) I found that higher concentration of Alexa Fluor™ 568 phalloidin 
(Thermo Fisher Scientific A12380), up to 50% (v/v), helps increase the signal of actin cables. 
Because Alexa Fluor™ 568 phalloidin is dissolved and stored in 100% methanol, as recommended 
by Thermo Fisher Scientific, it was possible for 50% methanol in 50% (v/v) phalloidin staining 
solution to damage the actin structures. To avoid this, I dried the Alexa Fluor™ 568 phalloidin 
solution, and dissolved it in two volumes of 1xPBS+0.2%triton, and used that as a staining solution. 
 
Latrunculin sensitivity assay 
Latrunculin sensitivity assay was done as described by Winder et al. (2003). Yeast cells 
were grown to log phase in synthetic complete media and 40μl of the cultures were diluted into 
the 2ml of 2xYPD. 2ml of 1% molten agarose cooled down to 55-60°C was added. The mixture 
was briefly vortexed and poured on a YPD plate evenly. The plates were then incubated for 3 hours 
at room temperature for the agarose to solidify and for yeast cells to recover from the heat shock. 
Sterile 6mm filter paper disks that absorbed 5μl of 0.2mM latrunculin-A (lat-A) or 2mM 
latrunculin-B (lat-B) were then placed on top of the cells embedded in the agarose gel. The plates 
were incubated at 27°C for 24-48 hours. 
 
Protein purification 
pE-SUMOpro from LifeSensors Inc. was used to create plasmids that express 6His-
SUMO-Aim21, 6His-SUMO-Aim21(PP1-4), 6His-SUMO-Aim21(CT), 6His-SUMO-Cap1, 
6His-SUMO-Cap2, and 6His-SUMO-Tda2. These plasmids were transformed into Rosetta 2 (DE3) 
pLysS cells from Novagen. Bacterial cells transformed with the plasmids were grown in terrific 
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broth (TB) to log phase, and treated with 1mM IPTG at 37°C for 3.5 hours to induce the expression 
of recombinant proteins. Expressed recombinant proteins then were purified using Ni-NTA 
agarose resin from Qiagen. 20mM sodium phosphate, 300mM NaCl, 20mM imidazole, pH7.4 was 
used for lysis buffer and wash buffer, and 20mM sodium phosphate, 300mM NaCl, 500mM 
imidazole, pH7.4 was used for elution buffer. For cleaving 6His-SUMO tags off the purified 
proteins, recombinant 6His-Ulp1 was used. Cleaved 6His-SUMO tags and 6His-Ulp1 were 
removed using Ni-NTA resin. Purity of proteins was determined by SDS-PAGE. Proteins were 
dialyzed into 20mM sodium phosphate, 150mM NaCl, 20mM imidazole, pH7.4 for pull-down 
assays or into 50mM KCl, 2mM MgCl2, 1mM ATP, pH7.5 (F-actin buffer) for actin assembly 
assays. Concentration of proteins was determined by using Coomassie stained SDS-PAGE gels 
with BSA standards. 
 
Pull-down assay 
Pull-down assays were performed in 20mM sodium phosphate, 150mM NaCl, 20mM 
imidazole, pH7.4. Ni-NTA resins was washed with the pull-down buffer first, then incubated with 
proteins at 4°C overnight. Resins were washed three times with the buffer to remove unbound 
proteins. The volume of washing buffer was equivalent to the volume of pull-down reaction, to 
better preserve interactions that might not be very strong, such as the interaction between 
Aim21/Tda2 and Cap1/Cap2. Equivalent molar concentrations of proteins were added, except for 
Tda2, which was added in excess as it was hard to detect due to its low molecular weight. 
 
78
 
 
Actin assembly assay 
Rabbit skeletal actin was purified by Dr, Anthony Bretscher, as described by MacLean-
Fletcher and Pollard (1980) (Nefsky and Bretscher, 1992). Purified actin was stored in 5mM Tris-
HCl, 0.2mM CaCl2, pH8.0 (monomeric actin (G-actin) buffer) to prevent assembly into 
filamentous actin (F-actin). F-actin seeds were prepared by incubating purified rabbit skeletal actin 
in 50mM KCl, 2mM MgCl2, 1mM ATP, pH7.5 (F-actin buffer) overnight and sonicating the 
solution to shear assembled F-actin into smaller pieces; I used 6 cycles of 10 seconds sonification 
with 10% power and 30 second reset on ice (Branson Digital Sonifier 250). Purified actin in G-
actin buffer was mixed with pyrene-labelled actin (Cytoskeleton bk003) at 5%, and then diluted to 
0.53mg/ml for assembly assays (final concentration 0.4mg/ml after the addition of 10xF-actin 
buffer, F-actin seeds, and protein solutions). Right before the assay, the G-actin was centrifuged 
at 100,000g for 30 minutes to remove any F-actin that might have formed. The assembly reaction 
was performed at room temperature, and the G-actin solution was kept at room temperature during 
the period of the experiment. 135μl of G-actin solution was used for each reaction and 15μl of 
10xF-actin buffer (500mM KCl, 20mM MgCl2, 10mM ATP, pH 7.5), 20μl of F-actin seeds, and 
10μl of proteins in F-actin buffer were added separately. 10xF-actin buffer, F-actin seeds, and 
protein solutions were kept on ice and they were only warmed up to room temperature right before 
being added to the reaction. Pyrene fluorescence intensity was measured by a fluorometer (Photon 
Technology International, PTI) with a setting of 365nm for excitation and 407nm for emission. 
Because this fluorometer does not have an injection system, I opened the housing when adding to 
the reaction, which gave readings close to 0 during the open period.  
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Appendix 2. Lists of DNA constructs and yeast strains generated and used in this study 
Table 1. List of DNA constructs generated and used in this study. 
Location Name Bacteria strain Plasmid Name Source 
4275 MP119 DH5α pFA6a-yomNG-KanMX This study 
4276 MP120 DH5α pFA6a-yomNG-NatMX This study 
4277 MP121 DH5α pFA6a-yomNG-HIS3MX This study 
4278 MP122 DH5α pFA6a-yomNG-LEU2 This study 
4279 MP123 DH5α pFA6a-yomNG-URA3 This study 
4280 MP124 DH5α pFA6a-yemCherry-KanMX This study 
4281 MP125 DH5α pFA6a-yemCherry-NatMX This study 
4282 MP126 DH5α pFA6a-yemCherry-HIS3MX This study 
4283 MP127 DH5α pFA6a-yemCherry-LEU2 This study 
4284 MP128 DH5α pFA6a-yemCherry-URA3 This study 
4306 MP150 DH5α pFA6a-GFP(S65T)-LEU2 This study 
4307 MP151 DH5α pFA6a-GFP(S65T)-URA3 This study 
4324 MP168 DH5α pE-SUMO(pro) LifeSensors Inc. 
4325 MP169 DH5α pE-SUMO(pro)-CAP1 This study 
4326 MP170 DH5α pE-SUMO(pro)-CAP2 This study 
4327 MP171 DH5α pE-SUMO(pro)-TDA2 This study 
4328 MP172 DH5α pE-SUMO(pro)-AIM21 This study 
4329 MP173 Rosetta 2 (DE3) pLysS pE-SUMO(pro)-CAP1 This study 
4330 MP174 Rosetta 2 (DE3) pLysS pE-SUMO(pro)-CAP2 This study 
4331 MP175 Rosetta 2 (DE3) pLysS pE-SUMO(pro)-TDA2 This study 
4332 MP176 Rosetta 2 (DE3) pLysS pE-SUMO(pro)-AIM21 This study 
4333 MP177 DH5α pE-SUMO(pro)-AIM21(PP1-4) This study 
4334 MP178 Rosetta 2 (DE3) pLysS pE-SUMO(pro)-AIM21(PP1-4) This study 
4335 MP179 DH5α pE-SUMO(pro)-AIM21(CT) This study 
4336 MP180 Rosetta 2 (DE3) pLysS pE-SUMO(pro)-AIM21(CT) This study 
4341 MP185 DH5α pFA6a-KanMX Longtine et al. 1998 
4342 MP186 DH5α pFA6a-NatMX This study 
4344 MP188 DH5α pFA6a-HIS3MX Longtine et al. 1998 
4345 MP189 DH5α pFA6a-LEU2 This study 
4346 MP190 DH5α pFA6a-URA3 This study 
4347 MP191 DH5α pFA6a-mEGFP-KanMX This study 
4348 MP192 DH5α pFA6a-mEGFP-NatMX This study 
4349 MP193 DH5α pFA6a-mEGFP-HIS3MX This study 
4350 MP194 DH5α pFA6a-mEGFP-LEU2 This study 
4351 MP195 DH5α pFA6a-mEGFP-URA3 This study 
4352 MP196 DH5α pFA6a-GFP(S65T)-KanMX Longtine et al. 1998 
4353 MP197 DH5α pFA6a-GFP(S65T)-NatMX This study 
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4354 MP198 DH5α pFA6a-GFP(S65T)-HIS3MX Longtine et al. 1998 
4355 MP199 DH5α pFA6a-GFP(S65T)-TRP1 Longtine et al. 1998 
4359 MP203 DH5α pFA6a-mCherry-KanMX This study 
4360 MP204 DH5α pFA6a-mCherry-HIS3MX This study 
 
Table 2. List of yeast strains generated and used in this study. 
Strain Alias Genotype Source 
ABY1656 BY4742 MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 C. Boone 
ABY6222   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 aim21Δ::LEU2 This study 
ABY6165   BY4741, Mat a: his3Δ1, leu2Δ0, met15Δ0, ura3Δ0 tpm1Δ::KanMX6 Invitrogen 
ABY6254   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 tpm1Δ::LEU2 This study 
ABY6273   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 aim21Δ::LEU2 tpm1Δ::URA3 This study 
ABY6384   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mCherry::HIS3MX6 AIM21-mNeonGreen::URA3 This study 
ABY6422   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mCherry::HIS3MX6 AIM21-mNeonGreen::URA3 sla2Δ::LEU2 This study 
ABY6322   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21-mNeonGreen::HIS3MX6 This study 
ABY6336   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 bbc1Δ::URA3 AIM21-mNeonGreen::HIS3MX6 This study 
ABY6287   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP1-2)-GFP::HIS3MX6 This study 
ABY6305   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP1-2)-GFP::HIS3MX6 bbc1Δ::LEU2 This study 
ABY6290   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP1-4)-GFP::HIS3MX6 This study 
ABY6334   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP1-4)-GFP::HIS3MX6 bbc1Δ::URA3 This study 
ABY6475   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP1-4)-GFP::URA3 abp1Δ::LEU2 This study 
ABY6365   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP1-4)-GFP::URA3 bbc1Δ::LEU2 abp1Δ::HIS3MX6 This study 
ABY6292   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21-GFP::HIS3MX6 This study 
ABY6367   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21-GFP::URA3 bbc1Δ::LEU2 abp1Δ::HIS3MX6 This study 
ABY6476   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21-GFP::URA3 bbc1Δ::KanMX6 abp1Δ::HIS3MX6 tda2Δ::LEU2 This study 
ABY6423   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mCherry::HIS3MX6 AIM21-mNeonGreen::URA3 bbc1Δ::KanMX6 sla2Δ::LEU2 This study 
ABY6426   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mCherry::HIS3MX6 BBC1-GFP::URA3 sla2Δ::LEU2 This study 
ABY6491   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mCherry::KanMX6 AIM21(PP3-4+CT)-mNeonGreen::LEU2 sla2Δ::URA3 This study 
ABY6478   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mCherry::HIS3MX6 CAP1-GFP::LEU2 sla2Δ::URA3 This study 
ABY6369   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mNeonGreen::HIS3MX6 This study 
ABY6370   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 ABP1-mNeonGreen::HIS3MX6 aim21Δ::LEU2 This study 
ABY6456   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 cap1Δ::LEU2 This study 
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ABY6082   Mat a: his3Δ1, leu2Δ0, met15Δ0, ura3Δ0 vrp1Δ::KanMX6 Invitrogen 
ABY6220   Mat a: his3Δ1, leu2Δ0, met15Δ0, ura3Δ0 vrp1Δ::KanMX6, aim21Δ::URA3 This study 
ABY6187   Mat a: his3Δ1, leu2Δ0, met15Δ0, ura3Δ0 sla1Δ::KanMX6 Invitrogen 
ABY6240   Mat a: his3Δ1, leu2Δ0, met15Δ0, ura3Δ0 sla1Δ::KanMX6, pRS316-SLA1, aim21Δ::LEU2 This study 
ABY6296   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 tpm1Δ::LEU2 AIM21-GFP::HIS3MX6 This study 
ABY6295   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 tpm1Δ::LEU2 AIM21(PP1-4)-GFP::HIS3MX6 This study 
ABY6485   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 TDA2-GFP::URA3 AIM21-yemCherry::HIS3MX6 This study 
ABY6483   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 TDA2-GFP::URA3 AIM21(PP1-4)-yemCherry::HIS3MX6 This study 
ABY6466   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 TDA2-GFP::URA3 aim21Δ::LEU2 BBC1-AIM21(CT)-yemCherry::HIS3MX6 This study 
ABY6447   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 tda2Δ::LEU2 This study 
ABY6459   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 tda2Δ::LEU2 tpm1Δ::URA3 This study 
ABY6501   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 CAP1-GFP::URA3 This study 
ABY6502   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 CAP1-GFP::URA3 aim21Δ::LEU2 This study 
ABY6503   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 CAP1-GFP::URA3 tda2Δ::LEU2 This study 
ABY6457   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 aim21Δ::LEU2 cap1Δ::URA3 This study 
ABY1655 BY4741 MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 C. Boone 
ABY6068   MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 cap1Δ::KanMX6 Invitrogen 
ABY6337   MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 tpm1Δ::LEU2 This study 
ABY6394   MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 cap1Δ::KanMX6 tpm1Δ::LEU2 This study 
ABY6307   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 bni1Δ::URA3 This study 
ABY6338   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 bni1Δ::URA3 tpm1Δ::LEU2 This study 
ABY6395   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 BBC1-GFP::URA3 This study 
ABY6472   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP3-4+CT)-GFP::URA3 This study 
ABY6473   MATα his3Δ1 leu2Δ0 lys2Δ0 ura3Δ0 AIM21(PP3-4+CT)-GFP::URA3 tpm1Δ::KanMX6 This study 
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